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SEQUENCE LISTING 

<110> HUGANIR, RICHARD L. 
KIM, GJEEHAE 

<120> SIGNAL TRANSDUCING SYNAPTIC MOLECULES AND USES THEREOF 

<130> 48235/1699 

<140> 09/294,298 
<141> 1999-04-19 

<150> 60/082,690 
<151> 1998-04-22 

<150> 60/082,717 
<151> 1998-04-23 

<160> 24 

<17 0> Patent In Ver. 2.1 

<210> 1 
<211> 4272 
<212> DNA 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: mammalian 
SYNGAP-A 

<220> 
<221> CDS 
<222> (1) . . (3879) 

<220> 
<221> CDS 

<222> (3883) . . (4272) 
<400> 1 

atg tec tat gec ccc ttc 
Met Ser Tyr Ala Pro Phe 
1 5 

acc caa tac gtt cat tec 
Thr Gin Tyr Val His Ser 

20 

ttc tgc ate ate tct ggg 
Phe Cys lie He Ser Gly 
35 

ata cac ccc ctt ctg ate 
He His Pro Leu Leu He 
50 



aga gat gta egg gga ccc cct atg cac cga 
Arg Asp Val Arg Gly Pro Pro Met His Arg 

10 15 

ccg tat gac cgt ccc ggt tgg aac ccc egg 
Pro Tyr Asp Arg Pro Gly Trp Asn Pro Arg 
25 30 

aac cag ctg etc atg ctg gat gag gat gag 
Asn Gin Leu Leu Met Leu Asp Glu Asp Glu 
40 45 

cgc gac egg agg age gag tec age cga aac 
Arg Asp Arg Arg Ser Glu Ser Ser Arg Asn 
55 60 



aaa ctg ctg aga cgc acc gtc tct gtg cca gtg gag ggg egg ccc cac 240 
Lys Leu Leu Arg Arg Thr Val Ser Val Pro Val Glu Gly Arg Pro His 
65 70 75 80 

ggc gag cat gaa tac cac ttg ggt cgc teg agg agg aag agt gtc ccc 288 
Gly Glu His Glu Tyr His Leu Gly Arg Ser Arg Arg Lys Ser Val Pro 

85 90 95 

ggg ggg aaa cag tac age atg gaa gec gec ccc get gcg ccc ttc egg 33 6 

Gly Gly Lys Gin Tyr Ser Met Glu Ala Ala Pro Ala Ala Pro Phe Arg 

100 105 110 

ccc teg caa ggc ttc ctg age egg agg eta aaa age tec ate aaa cgt 384 
Pro Ser Gin Gly Phe Leu Ser Arg Arg Leu Lys Ser Ser lie Lys Arg 
115 120 125 

aca aag tea caa ccc aaa ctt gac egg acc age age ttt cga cag ate 432 
Thr Lys Ser Gin Pro Lys Leu Asp Arg Thr Ser Ser Phe Arg Gin lie 
130 135 140 

ctg cct cgc ttc cga agt get gac cat gac egg gee egg ctg atg cag 480 
Leu Pro Arg Phe Arg Ser Ala Asp His Asp Arg Ala Arg Leu Met Gin 
145 150 155 160 

age ttc aag gag tct cac tec cat gag tec ctg ctg agt ccc age agt 528 
Ser Phe Lys Glu Ser His Ser His Glu Ser Leu Leu Ser Pro Ser Ser 

165 170 175 

get get gag gee ctg gag etc aac ctg gat gaa gac tec att ate aag 57 6 

Ala Ala Glu Ala Leu Glu Leu Asn Leu Asp Glu Asp Ser lie lie Lys 

180 185 190 

cca gta cac age tec ate ctg ggc cag gag ttc tgc ttt gag gta aca 624 
Pro Val His Ser Ser lie Leu Gly Gin Glu Phe Cys Phe Glu Val Thr 
195 200 205 

aca teg tct ggg aca aaa tgt ttt gee tgt egg tct gca gee gaa agg 672 
Thr Ser Ser Gly Thr Lys Cys Phe Ala Cys Arg Ser Ala Ala Glu Arg 
210 215 220 

gac aaa tgg att gag aat eta cag agg get gtg aaa ccc aac aag gac 720 
Asp Lys Trp lie Glu Asn Leu Gin Arg Ala Val Lys Pro Asn Lys Asp 
225 230 235 240 

aac age cgc egg gta gat aac gtg ctg aaa eta tgg ate ata gaa get 7 68 

Asn Ser Arg Arg Val Asp Asn Val Leu Lys Leu Trp lie lie Glu Ala 

245 250 255 

cga gag ctg ccc ccc aag aag cga tat tac tgc gag tta tgc ctg gac 816 
Arg Glu Leu Pro Pro Lys Lys Arg Tyr Tyr Cys Glu Leu Cys Leu Asp 

260 265 270 

gac atg etc tat gca egg acc act tec aag ccc cgc tea gee tea gga 864 
Asp Met Leu Tyr Ala Arg Thr Thr Ser Lys Pro Arg Ser Ala Ser Gly 
275 280 285 
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gac act gtc 
Asp Thr Val 
290 

gtc egg gcg 
Val Arg Ala 
305 

aag aag gac 
Lys Lys Asp 



acc ctg get 
Thr Leu Ala 



cca aca gga 
Pro Thr Gly 
355 

ggg tea ggg 
Gly Ser Gly 
370 

gtg egg ctg 
Val Arg Leu 
385 

eta tat aag 
Leu Tyr Lys 



tgt gee gtg 
Cys Ala Val 



get agt gca 
Ala Ser Ala 
435 

ttc ctt tea 
Phe Leu Ser 
450 

gaa cac etc 
Glu His Leu 
465 

gag tat atg 
Glu Tyr Met 



gag ttc ate 
Glu Phe lie 



ttt tgg ggc 
Phe Trp Gly 



ctg egg ctg 
Leu Arg Leu 
310 

aag gca ggc 
Lys Ala Gly 
325 

ggg cgc cac 
Gly Arg His 
340 

agt ggg ggc 
Ser Gly Gly 



ggc ggc tea 
Gly Gly Ser 



aag gee cgt 
Lys Ala Arg 
390 

gag ttt gca 
Glu Phe Ala 
405 

ctg gag ccc 
Leu Glu Pro 
420 

ctg gtt cac 
Leu Val His 



gac atg gec 
Asp Met Ala 



ata ttc cgc 
lie Phe Arg 
470 

aga ctg att 
Arg Leu lie 
485 

egg get ctg 
Arg Ala Leu 
500 



gag cac ttc 
Glu His Phe 
295 

cat ctg tac 
His Leu Tyr 



tac gtt ggc 
Tyr Val Gly 



ttc aca gag 
Phe Thr Glu 
345 

tct ggg ggt 
Ser Gly Gly 
360 

ggg ggc aaa 

Gly Gly Lys 
375 

tac cag aca 
Tyr Gin Thr 



gaa tat gtg 
Glu Tyr Val 



gec etc aat 
Ala Leu Asn 
425 

ate ctg caa 
lie Leu Gin 
440 

atg tea gag 
Met Ser Glu 
455 

gag aac acg 
Glu Asn Thr 



ggc cag aaa 
Gly Gin Lys 



tat gaa tct 
Tyr Glu Ser 
505 



gag ttt aac 
Glu Phe Asn 
300 

cgt gac teg 
Arg Asp Ser 
315 

ctg gtg act 
Leu Val Thr 
330 

cag tgg tac 
Gin Trp Tyr 



atg ggc teg 
Met Gly Ser 



ggg aaa gga 
Gly Lys Gly 
380 

atg agt ate 
Met Ser lie 
395 

acc aac cac 
Thr Asn His 
410 

gtc aag ggc 
Val Lys Gly 



age aca ggc 
Ser Thr Gly 



gta gac egg 
Val Asp Arg 
460 

etc gec act 
Leu Ala Thr 
475 

tac etc aag 
Tyr Leu Lys 
490 

gag gag aac 
Glu Glu Asn 



aac ctg cct 
Asn Leu Pro 



gac aaa aag 
Asp Lys Lys 



gtt cca gtg 
Val Pro Val 
335 

ccc gtg acc 
Pro Val Thr 
350 

ggg gga gga 

Gly Gly Gly 
365 

ggc tgt cct 
Gly Cys Pro 



ctg ccc atg 
Leu Pro Met 



tac cgc atg 
Tyr Arg Met 
415 

aag gag gag 
Lys Glu Glu 
430 

aag gee aag 
Lys Ala Lys 
445 

ttc atg gag 
Phe Met Glu 



aaa gee ata 
Lys Ala lie 



gat gec att 
Asp Ala lie 
495 

tgt gaa gta 
Cys Glu Val 
510 



get 912 
Ala 



egg 960 

Arg 

320 

gee 1008 
Ala 



ctg 1056 
Leu 



ggg 1104 
Gly 



get 1152 
Ala 



gag 1200 

Glu 

400 

ctg 1248 
Leu 



gtc 1296 
Val 



gac 1344 
Asp 



egg 1392 
Arg 



gaa 1440 

Glu 

480 

ggg 1488 
Gly 



gac 1536 
Asp 
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ccc ate aag tgc aca gcg tec agt ctg gca gag cac cag gee aac ctg 1584 
Pro He Lys Cys Thr Ala Ser Ser Leu Ala Glu His Gin Ala Asn Leu 
515 520 525 

egg atg tgc tgt gag ttg gee ctg tgc aag gtg gtc aac tec cat tgc 1632 
Arg Met Cys Cys Glu Leu Ala Leu Cys Lys Val Val Asn Ser His Cys 
530 535 540 

gtg ttc ccg agg gag ctg aag gag gtg ttt gca tea tgg egg ctg cgc 1680 
Val Phe Pro Arg Glu Leu Lys Glu Val Phe Ala Ser Trp Arg Leu Arg 
545 550 555 560 

tgt gca gag egg ggc egg gag gac att get gac agg ctg ate age gee 1728 
Cys Ala Glu Arg Gly Arg Glu Asp He Ala Asp Arg Leu He Ser Ala 

565 570 575 

teg etc ttc ctg cgc ttc etc tgc ccg gee ate atg teg ccc agt ctg 1776 
Ser Leu Phe Leu Arg Phe Leu Cys Pro Ala He Met Ser Pro Ser Leu 

580 585 590 

ttt gga ctg atg cag gag tac cca gat gag cag ace tea cga acc etc 1824 
Phe Gly Leu Met Gin Glu Tyr Pro Asp Glu Gin Thr Ser Arg Thr Leu 
595 600 605 

acc etc ate gee aag gtt ate cag aac ctg gee aac ttt tec aag ttt 1872 
Thr Leu He Ala Lys Val He Gin Asn Leu Ala Asn Phe Ser Lys Phe 
610 615 620 

acc tea aag gag gac ttc ctg ggc ttc atg aac gag ttt ctg gag ctg 1920 
Thr Ser Lys Glu Asp Phe Leu Gly Phe Met Asn Glu Phe Leu Glu Leu 
625 630 635 640 

gag tgg ggt tct atg cag caa ttc ttg tat gag ata tec aac ctg gac 19 68 

Glu Trp Gly Ser Met Gin Gin Phe Leu Tyr Glu He Ser Asn Leu Asp 

645 650 655 

aca ctg acc aac age age agt ttt gag ggc tac ata gac ttg ggc cgc 2016 
Thr Leu Thr Asn Ser Ser Ser Phe Glu Gly Tyr He Asp Leu Gly Arg 

660 665 670 

gag etc tec aca ctt cac gee ctg etc tgg gag gtg ctg ccc cag etc 2064 
Glu Leu Ser Thr Leu His Ala Leu Leu Trp Glu Val Leu Pro Gin Leu 
675 680 685 

age aag gaa gee etc ctg aag ctg ggc ccg ctg ccc egg etc etc age 2112 
Ser Lys Glu Ala Leu Leu Lys Leu Gly Pro Leu Pro Arg Leu Leu Ser 
690 695 700 

gac ate age aca gee ctg agg aac cct aac ate caa agg cag ccg age 2160 
Asp He Ser Thr Ala Leu Arg Asn Pro Asn He Gin Arg Gin Pro Ser 
705 710 715 720 

cgc cag age gag cgc get egg tct cag ccc atg gtg ctg cgc ggg ccg 2208 
Arg Gin Ser Glu Arg Ala Arg Ser Gin Pro Met Val Leu Arg Gly Pro 

725 730 735 



tea gec gag atg cag ggc tac atg atg egg gac etc aac age tec ate 2256 
Ser Ala Glu Met Gin Gly Tyr Met Met Arg Asp Leu Asn Ser Ser lie 

740 745 750 

gac ctt cag tec ttc atg get cga ggc etc aac age tct atg gac atg 2304 
Asp Leu Gin Ser Phe Met Ala Arg Gly Leu Asn Ser Ser Met Asp Met 
755 760 765 

get cgc etc ccc tec cca acc aag gag aaa ccc ccg ccg ccc cct ccc 2352 
Ala Arg Leu Pro Ser Pro Thr Lys Glu Lys Pro Pro Pro Pro Pro Pro 
770 775 780 

ggt ggg ggt aaa gac ctg ttc tat gtg age egg cca cca ctg gec egg 2400 
Gly Gly Gly Lys Asp Leu Phe Tyr Val Ser Arg Pro Pro Leu Ala Arg 
785 790 795 800 

tec tec cca gca tac tgc acg age age teg gac ate aca gag ccg gag 2448 
Ser Ser Pro Ala Tyr Cys Thr Ser Ser Ser Asp He Thr Glu Pro Glu 

805 810 815 

cag aag atg ctg agt gtc aac aag agt gtg tec atg ctg gac ctg cag 2496 
Gin Lys Met Leu Ser Val Asn Lys Ser Val Ser Met Leu Asp Leu Gin 

820 825 830 

ggc gac ggg cct ggg ggc cgc ctt aac age agt agt gtt tec aac ctg 2544 
Gly Asp Gly Pro Gly Gly Arg Leu Asn Ser Ser Ser Val Ser Asn Leu 
835 840 845 

gca get gtt ggg gac ctg ttg cac tea age cag get tea ctg aca gca 2592 
Ala Ala Val Gly Asp Leu Leu His Ser Ser Gin Ala Ser Leu Thr Ala 
850 855 860 

gee ttg ggg ttg egg cct gca cct gec ggg cgc etc tec caa ggg agt 2 640 

Ala Leu Gly Leu Arg Pro Ala Pro Ala Gly Arg Leu Ser Gin Gly Ser 
865 870 875 880 

ggc tct tec ate aca gca gec ggc atg cgc etc age cag atg ggt gtc 2688 
Gly Ser Ser He Thr Ala Ala Gly Met Arg Leu Ser Gin Met Gly Val 

885 890 895 

act acg gat ggt gtc ccc gee cag caa ctg cgc ate cct ctt tec ttc 2736 
Thr Thr Asp Gly Val Pro Ala Gin Gin Leu Arg He Pro Leu Ser Phe 

900 905 910 

cag aac cct etc ttc cat atg get gec gat gga cca ggg ccc cca gca 2784 
Gin Asn Pro Leu Phe His Met Ala Ala Asp Gly Pro Gly Pro Pro Ala 
915 920 925 

ggc cat gga ggg age agt ggc cat ggt cca cct tec tec cat cac cac 2832 
Gly His Gly Gly Ser Ser Gly His Gly Pro Pro Ser Ser His His His 
930 935 940 

cac cac cac cat cac cat cac cga ggg gga gaa ccc cca ggg gac act 2880 
His His His His His His His Arg Gly Gly Glu Pro Pro Gly Asp Thr 
945 950 955 960 
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ttt gcc ccg ttc cat ggc tat age aag age gag gac etc tct aca ggg 
Phe Ala Pro Phe His Gly Tyr Ser Lys Ser Glu Asp Leu Ser Thr Gly 

965 970 975 

gtc cct aag ccc cct gcg gcc tec ate ctt cac age cac age tac agt 
Val Pro Lys Pro Pro Ala Ala Ser lie Leu His Ser His Ser Tyr Ser 

980 985 990 



2928 



2976 



gat gag ttt gga ccc tct ggt act gat ttt ace cgt egg cag etc tea 
Asp Glu Phe Gly Pro Ser Gly Thr Asp Phe Thr Arg Arg Gin Leu Ser 
995 1000 1005 



3024 



ctt cag gac aac eta cag cac atg etc tec ccg ccc cag ate ace ate 
Leu Gin Asp Asn Leu Gin His Met Leu Ser Pro Pro Gin He Thr He 
1010 1015 1020 



3072 



ggt ccc cag agg cca get ccc tea ggg cca gga ggg ggc agt ggt ggg 
Gly Pro Gin Arg Pro Ala Pro Ser Gly Pro Gly Gly Gly Ser Gly Gly 
1025 1030 1035 1040 



3120 



ggc agt ggt ggg ggc ggt ggg ggc cag cca cct ccc ttg cag agg ggc 
Gly Ser Gly Gly Gly Gly Gly Gly Gin Pro Pro Pro Leu Gin Arg Gly 

1045 1050 1055 



3168 



aaa tct cag cag ttg aca gtg agt 
Lys Ser Gin Gin Leu Thr Val Ser 

1060 



get gcc cag aaa ccc 
Ala Ala Gin Lys Pro 
1065 



egg ccg tec 
Arg Pro Ser 
1070 



3216 



age ggg aac eta ttg cag tec ccg gaa cca agt tat ggt cct gcc cgt 
Ser Gly Asn Leu Leu Gin Ser Pro Glu Pro Ser Tyr Gly Pro Ala Arg 
1075 1080 1085 



3264 



cca egg caa cag age etc age aaa gag ggc age att ggg ggc age ggg 
Pro Arg Gin Gin Ser Leu Ser Lys Glu Gly Ser He Gly Gly Ser Gly 
1090 1095 1100 



3312 



ggc age ggt ggc gga ggg ggt ggg ggg etc 
Gly Ser Gly Gly Gly Gly Gly Gly Gly Leu 
1105 1110 



aag ccc tec ate 
Lys Pro Ser He 
1115 



acc aag 
Thr Lys 
1120 



3360 



cag cat tec cag 
Gin His Ser Gin 



act cca tec acg ctg 
Thr Pro Ser Thr Leu 
1125 



aac ccc acg atg ccg 
Asn Pro Thr Met Pro 
1130 



gcc teg 
Ala Ser 
1135 



3408 



gag egg act gta gcc tgg gtg tec 
Glu Arg Thr Val Ala Trp Val Ser 

1140 



aat atg cct cac ctg 
Asn Met Pro His Leu 
1145 



tec get gac 
Ser Ala Asp 
1150 



3456 



ate gag agt gca cac att gag 
He Glu Ser Ala His He Glu 
1155 



egg gaa gag tac aag 
Arg Glu Glu Tyr Lys 
1160 



ctg aag gag tac 
Leu Lys Glu Tyr 
1165 



3504 



teg aag tec atg gac gag 
Ser Lys Ser Met Asp Glu 
1170 



age cga ctg gac agg 
Ser Arg Leu Asp Arg 
1175 



gtg aag gag tac gag 
Val Lys Glu Tyr Glu 
1180 



3552 



7 



gag gag ate cac tea 
Glu Glu lie His Ser 
1185 



ctg aag gaa agg eta 
Leu Lys Glu Arg Leu 
1190 



cac atg tec aac 
His Met Ser Asn 
1195 



egg aag 
Arg Lys 
1200 



3600 



ctg gaa gag tac gag egg agg ctg ctg tec cag gaa gag cag acc age 
Leu Glu Glu Tyr Glu Arg Arg Leu Leu Ser Gin Glu Glu Gin Thr Ser 

1205 1210 1215 



3648 



aag ate ctg atg cag tac caa gec cgc ctg gag cag age gag aag cgc 
Lys lie Leu Met Gin Tyr Gin Ala Arg Leu Glu Gin Ser Glu Lys Arg 

1220 1225 1230 



3696 



ttg agg cag cag 
Leu Arg Gin Gin 
1235 



cag gtg gag 
Gin Val Glu 



aag gac tec cag ate 
Lys Asp Ser Gin lie 
1240 



aag age ate att 
Lys Ser lie lie 
1245 



3744 



ggc agg ctg atg ctg gtg gag gag gag ctg cgc egg gac cac ccc gec 
Gly Arg Leu Met Leu Val Glu Glu Glu Leu Arg Arg Asp His Pro Ala 
1250 1255 1260 



3792 



atg get gag ccg ctg cct gaa ccc aag aag agg ctg etc gac get cag 
Met Ala Glu Pro Leu Pro Glu Pro Lys Lys Arg Leu Leu Asp Ala Gin 
1265 1270 1275 1280 



3840 



aga ggc age ttc 
Arg Gly Ser Phe 



ccc cct tgg gtc caa 
Pro Pro Trp Val Gin 
1285 



caa acc cgc gtg 
Gin Thr Arg Val 
1290 



tga cgc tgg 
Arg Trp 
1295 



3888 



ccc cac ctt gga acg gec tgg ccc ccc cag ccc cac ccc ccc cac ccc 
Pro His Leu Gly Thr Ala Trp Pro Pro Gin Pro His Pro Pro His Pro 

1300 1305 1310 



3936 



ggc tgc aga tea cag aga acg gcg agt tec gga aca ccg cag acc act 
Gly Cys Arg Ser Gin Arg Thr Ala Ser Ser Gly Thr Pro Gin Thr Thr 

1315 1320 1325 



3984 



age cca ccc age ate aca gac etc ctt ccc tgt gca ccc tac ccc ggc 
Ser Pro Pro Ser lie Thr Asp Leu Leu Pro Cys Ala Pro Tyr Pro Gly 
1330 1335 1340 



4032 



cca ccc age gtc aca gac etc ctt ccc agt gca ccc gac cct gga aca 
Pro Pro Ser Val Thr Asp Leu Leu Pro Ser Ala Pro Asp Pro Gly Thr 
1345 1350 1355 



4080 



tea cca acc acc agg act gga cgt cac caa ggg aca gcg gga ttg tct 
Ser Pro Thr Thr Arg Thr Gly Arg His Gin Gly Thr Ala Gly Leu Ser 
1360 1365 1370 1375 



4128 



ccc tta acg cct cct tgg ggc acc cat ctg tea acc cca ctg etc cat 
Pro Leu Thr Pro Pro Trp Gly Thr His Leu Ser Thr Pro Leu Leu His 

1380 1385 1390 



4176 



tec agg agg gag agt ggg acc etc age tgc cct etc acc cca gga cac 
Ser Arg Arg Glu Ser Gly Thr Leu Ser Cys Pro Leu Thr Pro Gly His 

1395 1400 1405 



4224 
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cac eta ccc cac aca gac ccc ttc act ctg ggg tgc tat ccc cat cct 
His Leu Pro His Thr Asp Pro Phe Thr Leu Gly Cys Tyr Pro His Pro 
1410 1415 1420 



<210> 2 
<211> 1423 
<212> PRT 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: mammalian 
SYNGAP-A 

<400> 2 

Met Ser Tyr Ala Pro Phe Arg Asp Val Arg Gly Pro Pro Met His Arg 
15 10 15 

Thr Gin Tyr Val His Ser Pro Tyr Asp Arg Pro Gly Trp Asn Pro Arg 

20 25 30 

Phe Cys lie lie Ser Gly Asn Gin Leu Leu Met Leu Asp Glu Asp Glu 
35 40 45 

lie His Pro Leu Leu lie Arg Asp Arg Arg Ser Glu Ser Ser Arg Asn 
50 55 60 

Lys Leu Leu Arg Arg Thr Val Ser Val Pro Val Glu Gly Arg Pro His 
65 70 75 80 

Gly Glu His Glu Tyr His Leu Gly Arg Ser Arg Arg Lys Ser Val Pro 

85 90 95 

Gly Gly Lys Gin Tyr Ser Met Glu Ala Ala Pro Ala Ala Pro Phe Arg 

100 105 110 

Pro Ser Gin Gly Phe Leu Ser Arg Arg Leu Lys Ser Ser lie Lys Arg 
115 120 125 

Thr Lys Ser Gin Pro Lys Leu Asp Arg Thr Ser Ser Phe Arg Gin lie 
130 135 140 

Leu Pro Arg Phe Arg Ser Ala Asp His Asp Arg Ala Arg Leu Met Gin 
145 150 155 160 

Ser Phe Lys Glu Ser His Ser His Glu Ser Leu Leu Ser Pro Ser Ser 

165 170 175 

Ala Ala Glu Ala Leu Glu Leu Asn Leu Asp Glu Asp Ser lie lie Lys 

180 185 190 

Pro Val His Ser Ser lie Leu Gly Gin Glu Phe Cys Phe Glu Val Thr 
195 200 205 



Thr Ser Ser Gly Thr Lys Cys Phe Ala Cys Arg Ser Ala Ala Glu Arg 
210 215 220 
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Asp Lys Trp lie Glu Asn Leu Gin Arg Ala Val Lys Pro Asn Lys Asp 
225 230 235 240 

Asn Ser Arg Arg Val Asp Asn Val Leu Lys Leu Trp lie lie Glu Ala 

245 250 255 

Arg Glu Leu Pro Pro Lys Lys Arg Tyr Tyr Cys Glu Leu Cys Leu Asp 

260 265 270 

Asp Met Leu Tyr Ala Arg Thr Thr Ser Lys Pro Arg Ser Ala Ser Gly 
275 280 285 

Asp Thr Val Phe Trp Gly Glu His Phe Glu Phe Asn Asn Leu Pro Ala 
290 295 300 

Val Arg Ala Leu Arg Leu His Leu Tyr Arg Asp Ser Asp Lys Lys Arg 
305 310 315 320 

Lys Lys Asp Lys Ala Gly Tyr Val Gly Leu Val Thr Val Pro Val Ala 

325 330 335 

Thr Leu Ala Gly Arg His Phe Thr Glu Gin Trp Tyr Pro Val Thr Leu 

340 345 350 

Pro Thr Gly Ser Gly Gly Ser Gly Gly Met Gly Ser Gly Gly Gly Gly 
355 360 365 

Gly Ser Gly Gly Gly Ser Gly Gly Lys Gly Lys Gly Gly Cys Pro Ala 
370 375 380 

Val Arg Leu Lys Ala Arg Tyr Gin Thr Met Ser lie Leu Pro Met Glu 
385 390 395 400 

Leu Tyr Lys Glu Phe Ala Glu Tyr Val Thr Asn His Tyr Arg Met Leu 

405 410 415 

Cys Ala Val Leu Glu Pro Ala Leu Asn Val Lys Gly Lys Glu Glu Val 

420 425 430 

Ala Ser Ala Leu Val His lie Leu Gin Ser Thr Gly Lys Ala Lys Asp 
435 440 445 

Phe Leu Ser Asp Met Ala Met Ser Glu Val Asp Arg Phe Met Glu Arg 
450 455 460 

Glu His Leu lie Phe Arg Glu Asn Thr Leu Ala Thr Lys Ala lie Glu 
465 470 475 480 

Glu Tyr Met Arg Leu lie Gly Gin Lys Tyr Leu Lys Asp Ala lie Gly 

485 490 495 

Glu Phe lie Arg Ala Leu Tyr Glu Ser Glu Glu Asn Cys Glu Val Asp 

500 505 510 



Pro lie Lys Cys Thr Ala Ser Ser Leu Ala Glu His Gin Ala Asn Leu 
515 520 525 
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Arg Met Cys Cys Glu Leu Ala Leu Cys Lys Val Val Asn Ser His Cys 
530 535 540 

Val Phe Pro Arg Glu Leu Lys Glu Val Phe Ala Ser Trp Arg Leu Arg 
545 550 555 560 

Cys Ala Glu Arg Gly Arg Glu Asp lie Ala Asp Arg Leu lie Ser Ala 

565 570 575 

Ser Leu Phe Leu Arg Phe Leu Cys Pro Ala lie Met Ser Pro Ser Leu 

580 585 590 

Phe Gly Leu Met Gin Glu Tyr Pro Asp Glu Gin Thr Ser Arg Thr Leu 
595 600 605 

Thr Leu lie Ala Lys Val lie Gin Asn Leu Ala Asn Phe Ser Lys Phe 
610 615 620 

Thr Ser Lys Glu Asp Phe Leu Gly Phe Met Asn Glu Phe Leu Glu Leu 
625 630 635 640 

Glu Trp Gly Ser Met Gin Gin Phe Leu Tyr Glu lie Ser Asn Leu Asp 

645 650 655 

Thr Leu Thr Asn Ser Ser Ser Phe Glu Gly Tyr lie Asp Leu Gly Arg 

660 665 670 

Glu Leu Ser Thr Leu His Ala Leu Leu Trp Glu Val Leu Pro Gin Leu 
675 680 685 

Ser Lys Glu Ala Leu Leu Lys Leu Gly Pro Leu Pro Arg Leu Leu Ser 
690 695 700 

Asp lie Ser Thr Ala Leu Arg Asn Pro Asn lie Gin Arg Gin Pro Ser 
705 710 715 720 

Arg Gin Ser Glu Arg Ala Arg Ser Gin Pro Met Val Leu Arg Gly Pro 

725 730 735 

Ser Ala Glu Met Gin Gly Tyr Met Met Arg Asp Leu Asn Ser Ser lie 

740 745 750 

Asp Leu Gin Ser Phe Met Ala Arg Gly Leu Asn Ser Ser Met Asp Met 
755 760 765 

Ala Arg Leu Pro Ser Pro Thr Lys Glu Lys Pro Pro Pro Pro Pro Pro 
770 775 780 

Gly Gly Gly Lys Asp Leu Phe Tyr Val Ser Arg Pro Pro Leu Ala Arg 
785 790 795 800 

Ser Ser Pro Ala Tyr Cys Thr Ser Ser Ser Asp lie Thr Glu Pro Glu 

805 810 815 



Gin Lys Met Leu Ser Val Asn Lys Ser Val Ser Met Leu Asp Leu Gin 

820 825 830 
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Gly Asp Gly Pro Gly Gly Arg Leu Asn Ser Ser Ser Val Ser Asn Leu 
835 840 845 

Ala Ala Val Gly Asp Leu Leu His Ser Ser Gin Ala Ser Leu Thr Ala 
850 855 860 

Ala Leu Gly Leu Arg Pro Ala Pro Ala Gly Arg Leu Ser Gin Gly Ser 
865 870 875 880 

Gly Ser Ser lie Thr Ala Ala Gly Met Arg Leu Ser Gin Met Gly Val 

885 890 895 

Thr Thr Asp Gly Val Pro Ala Gin Gin Leu Arg lie Pro Leu Ser Phe 

900 905 910 

Gin Asn Pro Leu Phe His Met Ala Ala Asp Gly Pro Gly Pro Pro Ala 
915 920 925 

Gly His Gly Gly Ser Ser Gly His Gly Pro Pro Ser Ser His His His 
930 935 940 

His His His His His His His Arg Gly Gly Glu Pro Pro Gly Asp Thr 
945 950 955 960 

Phe Ala Pro Phe His Gly Tyr Ser Lys Ser Glu Asp Leu Ser Thr Gly 

965 970 975 

Val Pro Lys Pro Pro Ala Ala Ser lie Leu His Ser His Ser Tyr Ser 

980 985 990 

Asp Glu Phe Gly Pro Ser Gly Thr Asp Phe Thr Arg Arg Gin Leu Ser 
995 1000 1005 

Leu Gin Asp Asn Leu Gin His Met Leu Ser Pro Pro Gin lie Thr lie 
1010 1015 1020 

Gly Pro Gin Arg Pro Ala Pro Ser Gly Pro Gly Gly Gly Ser Gly Gly 
1025 1030 1035 1040 

Gly Ser Gly Gly Gly Gly Gly Gly Gin Pro Pro Pro Leu Gin Arg Gly 

1045 1050 1055 

Lys Ser Gin Gin Leu Thr Val Ser Ala Ala Gin Lys Pro Arg Pro Ser 

1060 1065 1070 

Ser Gly Asn Leu Leu Gin Ser Pro Glu Pro Ser Tyr Gly Pro Ala Arg 
1075 1080 1085 

Pro Arg Gin Gin Ser Leu Ser Lys Glu Gly Ser lie Gly Gly Ser Gly 
1090 1095 1100 

Gly Ser Gly Gly Gly Gly Gly Gly Gly Leu Lys Pro Ser lie Thr Lys 
1105 1110 1115 1120 



Gin His Ser Gin Thr Pro Ser Thr Leu Asn Pro Thr Met Pro Ala Ser 

1125 1130 1135 
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Glu Arg Thr Val Ala Trp Val Ser Asn Met Pro His Leu Ser Ala Asp 

1140 1145 1150 

lie Glu Ser Ala His lie Glu Arg Glu Glu Tyr Lys Leu Lys Glu Tyr 
1155 1160 1165 

Ser Lys Ser Met Asp Glu Ser Arg Leu Asp Arg Val Lys Glu Tyr Glu 
1170 1175 1180 

Glu Glu lie His Ser Leu Lys Glu Arg Leu His Met Ser Asn Arg Lys 
1185 1190 1195 1200 

Leu Glu Glu Tyr Glu Arg Arg Leu Leu Ser Gin Glu Glu Gin Thr Ser 

1205 1210 1215 

Lys He Leu Met Gin Tyr Gin Ala Arg Leu Glu Gin Ser Glu Lys Arg 

1220 1225 1230 

Leu Arg Gin Gin Gin Val Glu Lys Asp Ser Gin He Lys Ser He He 
1235 1240 1245 

Gly Arg Leu Met Leu Val Glu Glu Glu Leu Arg Arg Asp His Pro Ala 
1250 1255 1260 

Met Ala Glu Pro Leu Pro Glu Pro Lys Lys Arg Leu Leu Asp Ala Gin 
1265 1270 1275 1280 

Arg Gly Ser Phe Pro Pro Trp Val Gin Gin Thr Arg Val Arg Trp Pro 

1285 1290 1295 

His Leu Gly Thr Ala Trp Pro Pro Gin Pro His Pro Pro His Pro Gly 

1300 1305 1310 

Cys Arg Ser Gin Arg Thr Ala Ser Ser Gly Thr Pro Gin Thr Thr Ser 
1315 1320 1325 

Pro Pro Ser He Thr Asp Leu Leu Pro Cys Ala Pro Tyr Pro Gly Pro 
1330 1335 1340 

Pro Ser Val Thr Asp Leu Leu Pro Ser Ala Pro Asp Pro Gly Thr Ser 
1345 1350 1355 1360 

Pro Thr Thr Arg Thr Gly Arg His Gin Gly Thr Ala Gly Leu Ser Pro 

1365 1370 1375 

Leu Thr Pro Pro Trp Gly Thr His Leu Ser Thr Pro Leu Leu His Ser 

1380 1385 1390 

Arg Arg Glu Ser Gly Thr Leu Ser Cys Pro Leu Thr Pro Gly His His 
1395 1400 1405 

Leu Pro His Thr Asp Pro Phe Thr Leu Gly Cys Tyr Pro His Pro 
1410 1415 1420 



<210> 3 
<211> 4134 
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<212> DNA 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: mammalian 
SYNGAP-B 

<220> 

<221> CDS 

<222> (4) . . (3741) 

<220> 
<221> CDS 

<222> (3745) . . (4134) 
<400> 3 

taa ggc ccc cca ccc cga ccc cgt cag ggg get ccg gtt cag gtt cct 48 
Gly Pro Pro Pro Arg Pro Arg Gin Gly Ala Pro Val Gin Val Pro 
15 10 15 

tgc ccc etc ctt ccc acc gec age etc tec gee gee get get ctt cct 96 
Cys Pro Leu Leu Pro Thr Ala Ser Leu Ser Ala Ala Ala Ala Leu Pro 

20 25 30 

get get ttc egg ggg aat acc act tgg gtc get cga gga gga aga gtg 144 
Ala Ala Phe Arg Gly Asn Thr Thr Trp Val Ala Arg Gly Gly Arg Val 

35 40 45 

tec ccg ggg ggg aaa cag tac age atg gaa gee gee ccc get gcg ccc 192 
Ser Pro Gly Gly Lys Gin Tyr Ser Met Glu Ala Ala Pro Ala Ala Pro 
50 55 60 

ttc egg ccc teg caa ggc ttc ctg age egg agg eta aaa age tec ate 240 
Phe Arg Pro Ser Gin Gly Phe Leu Ser Arg Arg Leu Lys Ser Ser lie 
65 70 75 

aaa cgt aca aag tea caa ccc aaa ctt gac egg acc age age ttt cga 288 
Lys Arg Thr Lys Ser Gin Pro Lys Leu Asp Arg Thr Ser Ser Phe Arg 
80 85 90 95 

cag ate ctg cct cgc ttc cga agt get gac cat gac egg gee egg ctg 33 6 

Gin lie Leu Pro Arg Phe Arg Ser Ala Asp His Asp Arg Ala Arg Leu 

100 105 110 

atg cag age ttc aag gag tct cac tec cat gag tec ctg ctg agt ccc 384 
Met Gin Ser Phe Lys Glu Ser His Ser His Glu Ser Leu Leu Ser Pro 

115 120 125 

age agt get get gag gee ctg gag etc aac ctg gat gaa gac tec att 432 
Ser Ser Ala Ala Glu Ala Leu Glu Leu Asn Leu Asp Glu Asp Ser lie 
130 135 140 

ate aag cca gta cac age tec ate ctg ggc cag gag ttc tgc ttt gag 480 
lie Lys Pro Val His Ser Ser lie Leu Gly Gin Glu Phe Cys Phe Glu 
145 150 155 
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gta aca aca teg tct ggg aca aaa tgt ttt gec tgt egg tct gca gec 528 
Val Thr Thr Ser Ser Gly Thr Lys Cys Phe Ala Cys Arg Ser Ala Ala 
160 165 170 175 

gaa agg gac aaa tgg att gag aat eta cag agg get gtg aaa ccc aac 576 
Glu Arg Asp Lys Trp lie Glu Asn Leu Gin Arg Ala Val Lys Pro Asn 

180 185 190 

aag gac aac age cgc egg gta gat aac gtg ctg aaa eta tgg ate ata 624 
Lys Asp Asn Ser Arg Arg Val Asp Asn Val Leu Lys Leu Trp lie lie 

195 200 205 

gaa get cga gag ctg ccc ccc aag aag cga tat tac tgc gag tta tgc 672 
Glu Ala Arg Glu Leu Pro Pro Lys Lys Arg Tyr Tyr Cys Glu Leu Cys 
210 215 220 

ctg gac gac atg etc tat gca egg ace act tec aag ccc cgc tea gee 720 
Leu Asp Asp Met Leu Tyr Ala Arg Thr Thr Ser Lys Pro Arg Ser Ala 
225 230 235 

tea gga gac act gtc ttt tgg ggc gag cac ttc gag ttt aac aac ctg 768 
Ser Gly Asp Thr Val Phe Trp Gly Glu His Phe Glu Phe Asn Asn Leu 
240 245 250 255 

cct get gtc egg gcg ctg egg ctg cat ctg tac cgt gac teg gac aaa 816 
Pro Ala Val Arg Ala Leu Arg Leu His Leu Tyr Arg Asp Ser Asp Lys 

260 265 270 

aag egg aag aag gac aag gca ggc tac gtt ggc ctg gtg act gtt cca 864 
Lys Arg Lys Lys Asp Lys Ala Gly Tyr Val Gly Leu Val Thr Val Pro 

275 280 285 

gtg gec acc ctg get ggg cgc cac ttc aca gag cag tgg tac ccc gtg 912 
Val Ala Thr Leu Ala Gly Arg His Phe Thr Glu Gin Trp Tyr Pro Val 
290 295 300 

acc ctg cca aca gga agt ggg ggc tct ggg ggt atg ggc teg ggg gga 960 
Thr Leu Pro Thr Gly Ser Gly Gly Ser Gly Gly Met Gly Ser Gly Gly 
305 310 315 

gga ggg ggg tea ggg ggc ggc tea ggg ggc aaa ggg aaa gga ggc tgt 1008 
Gly Gly Gly Ser Gly Gly Gly Ser Gly Gly Lys Gly Lys Gly Gly Cys 
320 325 330 335 

cct get gtg egg ctg aag gee cgt tac cag aca atg agt ate ctg ccc 1056 
Pro Ala Val Arg Leu Lys Ala Arg Tyr Gin Thr Met Ser He Leu Pro 

340 345 350 

atg gag eta tat aag gag ttt gca gaa tat gtg acc aac cac tac cgc 1104 
Met Glu Leu Tyr Lys Glu Phe Ala Glu Tyr Val Thr Asn His Tyr Arg 

355 360 365 

atg ctg tgt gee gtg ctg gag ccc gee etc aat gtc aag ggc aag gag 1152 
Met Leu Cys Ala Val Leu Glu Pro Ala Leu Asn Val Lys Gly Lys Glu 
370 375 380 
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gag gtc get agt gca ctg gtt cac ate ctg caa age aca ggc aag gec 1200 
Glu Val Ala Ser Ala Leu Val His lie Leu Gin Ser Thr Gly Lys Ala 
385 390 395 

aag gac ttc ctt tea gac atg gee atg tea gag gta gac egg ttc atg 12 48 

Lys Asp Phe Leu Ser Asp Met Ala Met Ser Glu Val Asp Arg Phe Met 
400 405 410 415 

gag egg gaa cac etc ata ttc cgc gag aac acg etc gee act aaa gee 1296 
Glu Arg Glu His Leu lie Phe Arg Glu Asn Thr Leu Ala Thr Lys Ala 

420 425 430 

ata gaa gag tat atg aga ctg att ggc cag aaa tac etc aag gat gee 1344 
lie Glu Glu Tyr Met Arg Leu lie Gly Gin Lys Tyr Leu Lys Asp Ala 

435 440 445 

att ggg gag ttc ate egg get ctg tat gaa tct gag gag aac tgt gaa 1392 
lie Gly Glu Phe lie Arg Ala Leu Tyr Glu Ser Glu Glu Asn Cys Glu 
450 455 460 

gta gac ccc ate aag tgc aca gcg tec agt ctg gca gag cac cag gee 1440 
Val Asp Pro lie Lys Cys Thr Ala Ser Ser Leu Ala Glu His Gin Ala 
465 470 475 

aac ctg egg atg tgc tgt gag ttg gee ctg tgc aag gtg gtc aac tec 1488 
Asn Leu Arg Met Cys Cys Glu Leu Ala Leu Cys Lys Val Val Asn Ser 
480 485 490 495 

cat tgc gtg ttc ccg agg gag ctg aag gag gtg ttt gca tea tgg egg 153 6 

His Cys Val Phe Pro Arg Glu Leu Lys Glu Val Phe Ala Ser Trp Arg 

500 505 510 

ctg cgc tgt gca gag egg ggc egg gag gac att get gac agg ctg ate 1584 
Leu Arg Cys Ala Glu Arg Gly Arg Glu Asp lie Ala Asp Arg Leu lie 

515 520 525 

age gee teg etc ttc ctg cgc ttc etc tgc ccg gee ate atg teg ccc 1632 
Ser Ala Ser Leu Phe Leu Arg Phe Leu Cys Pro Ala lie Met Ser Pro 
530 535 540 

agt ctg ttt gga ctg atg cag gag tac cca gat gag cag ace tea cga 1680 
Ser Leu Phe Gly Leu Met Gin Glu Tyr Pro Asp Glu Gin Thr Ser Arg 
545 550 555 

ace etc ace etc ate gee aag gtt ate cag aac ctg gee aac ttt tec 172 8 

Thr Leu Thr Leu lie Ala Lys Val lie Gin Asn Leu Ala Asn Phe Ser 
560 565 570 575 

aag ttt ace tea aag gag gac ttc ctg ggc ttc atg aac gag ttt ctg 177 6 

Lys Phe Thr Ser Lys Glu Asp Phe Leu Gly Phe Met Asn Glu Phe Leu 

580 585 590 

gag ctg gag tgg ggt tct atg cag caa ttc ttg tat gag ata tec aac 1824 
Glu Leu Glu Trp Gly Ser Met Gin Gin Phe Leu Tyr Glu He Ser Asn 

595 600 605 
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ctg gac aca ctg acc aac age age agt ttt gag ggc tac ata gac ttg 1872 
Leu Asp Thr Leu Thr Asn Ser Ser Ser Phe Glu Gly Tyr lie Asp Leu 
610 615 620 

ggc cgc gag etc tec aca ctt cac gee ctg etc tgg gag gtg ctg ccc 1920 
Gly Arg Glu Leu Ser Thr Leu His Ala Leu Leu Trp Glu Val Leu Pro 
625 630 635 

cag etc age aag gaa gee etc ctg aag ctg ggc ccg ctg ccc egg etc 1968 
Gin Leu Ser Lys Glu Ala Leu Leu Lys Leu Gly Pro Leu Pro Arg Leu 
640 645 650 655 

etc age gac ate age aca gee ctg agg aac cct aac ate caa agg cag 2016 
Leu Ser Asp lie Ser Thr Ala Leu Arg Asn Pro Asn lie Gin Arg Gin 

660 665 670 

ccg age cgc cag age gag cgc get egg tct cag ccc atg gtg ctg cgc 2064 
Pro Ser Arg Gin Ser Glu Arg Ala Arg Ser Gin Pro Met Val Leu Arg 

675 680 685 

ggg ccg tea gee gag atg cag ggc tac atg atg egg gac etc aac age 2112 
Gly Pro Ser Ala Glu Met Gin Gly Tyr Met Met Arg Asp Leu Asn Ser 
690 695 700 

tec ate gac ctt cag tec ttc atg get cga ggc etc aac age tct atg 2160 
Ser lie Asp Leu Gin Ser Phe Met Ala Arg Gly Leu Asn Ser Ser Met 
705 710 715 

gac atg get cgc etc ccc tec cca acc aag gag aaa ccc ccg ccg ccc 2208 
Asp Met Ala Arg Leu Pro Ser Pro Thr Lys Glu Lys Pro Pro Pro Pro 
720 725 730 735 

cct ccc ggt ggg ggt aaa gac ctg ttc tat gtg age egg cca cca ctg 2256 
Pro Pro Gly Gly Gly Lys Asp Leu Phe Tyr Val Ser Arg Pro Pro Leu 

740 745 750 

gec egg tec tec cca gca tac tgc acg age age teg gac ate aca gag 2304 
Ala Arg Ser Ser Pro Ala Tyr Cys Thr Ser Ser Ser Asp lie Thr Glu 

755 760 765 

ccg gag cag aag atg ctg agt gtc aac aag agt gtg tec atg ctg gac 2352 
Pro Glu Gin Lys Met Leu Ser Val Asn Lys Ser Val Ser Met Leu Asp 
770 775 780 

ctg cag ggc gac ggg cct ggg ggc cgc ctt aac age agt agt gtt tec 2400 
Leu Gin Gly Asp Gly Pro Gly Gly Arg Leu Asn Ser Ser Ser Val Ser 
785 790 795 

aac ctg gca get gtt ggg gac ctg ttg cac tea age cag get tea ctg 2448 
Asn Leu Ala Ala Val Gly Asp Leu Leu His Ser Ser Gin Ala Ser Leu 
800 805 810 815 

aca gca gec ttg ggg ttg egg cct gca cct gee ggg cgc etc tec caa 2496 
Thr Ala Ala Leu Gly Leu Arg Pro Ala Pro Ala Gly Arg Leu Ser Gin 

820 825 830 
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ggg agt ggc tct tec ate aca gca gec ggc atg cgc etc age cag atg 2544 
Gly Ser Gly Ser Ser lie Thr Ala Ala Gly Met Arg Leu Ser Gin Met 

835 840 845 

ggt gtc act acg gat ggt gtc ccc gee cag caa ctg cgc ate cct ctt 2592 
Gly Val Thr Thr Asp Gly Val Pro Ala Gin Gin Leu Arg lie Pro Leu 
850 855 860 

tec ttc cag aac cct etc ttc cat atg get gec gat gga cca ggg ccc 2 640 

Ser Phe Gin Asn Pro Leu Phe His Met Ala Ala Asp Gly Pro Gly Pro 
865 870 875 

cca gca ggc cat gga ggg age agt ggc cat ggt cca cct tec tec cat 2 688 

Pro Ala Gly His Gly Gly Ser Ser Gly His Gly Pro Pro Ser Ser His 
880 885 890 895 

cac cac cac cac cac cat cac cat cac cga ggg gga gaa ccc cca ggg 2736 
His His His His His His His His His Arg Gly Gly Glu Pro Pro Gly 

900 905 910 

gac act ttt gec ccg ttc cat ggc tat age aag age gag gac etc tct 2784 
Asp Thr Phe Ala Pro Phe His Gly Tyr Ser Lys Ser Glu Asp Leu Ser 

915 920 925 

aca ggg gtc cct aag ccc cct gcg gee tec ate ctt cac age cac age 2832 
Thr Gly Val Pro Lys Pro Pro Ala Ala Ser lie Leu His Ser His Ser 
930 935 940 

tac agt gat gag ttt gga ccc tct ggt act gat ttt acc cgt egg cag 2880 
Tyr Ser Asp Glu Phe Gly Pro Ser Gly Thr Asp Phe Thr Arg Arg Gin 
945 950 955 

etc tea ctt cag gac aac eta cag cac atg etc tec ccg ccc cag ate 2928 
Leu Ser Leu Gin Asp Asn Leu Gin His Met Leu Ser Pro Pro Gin lie 
960 965 970 975 

acc ate ggt ccc cag agg cca get ccc tea ggg cca gga ggg ggc agt 297 6 

Thr He Gly Pro Gin Arg Pro Ala Pro Ser Gly Pro Gly Gly Gly Ser 

980 985 990 

ggt ggg ggc agt ggt ggg ggc ggt ggg ggc cag cca cct ccc ttg cag 302 4 

Gly Gly Gly Ser Gly Gly Gly Gly Gly Gly Gin Pro Pro Pro Leu Gin 

995 1000 1005 

agg ggc aaa tct cag cag ttg aca gtg agt get gec cag aaa ccc egg 3072 
Arg Gly Lys Ser Gin Gin Leu Thr Val Ser Ala Ala Gin Lys Pro Arg 
1010 1015 1020 

ccg tec age ggg aac eta ttg cag tec ccg gaa cca agt tat ggt cct 3120 
Pro Ser Ser Gly Asn Leu Leu Gin Ser Pro Glu Pro Ser Tyr Gly Pro 
1025 1030 1035 

gee cgt cca egg caa cag age etc age aaa gag ggc age att ggg ggc 3168 
Ala Arg Pro Arg Gin Gin Ser Leu Ser Lys Glu Gly Ser He Gly Gly 
1040 1045 1050 1055 
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age ggg ggc age ggt ggc gga ggg ggt ggg ggg etc aag ccc tec ate 
Ser Gly Gly Ser Gly Gly Gly Gly Gly Gly Gly Leu Lys Pro Ser lie 

1060 1065 1070 



3216 



acc aag cag cat tec cag act cca tec acg ctg aac ccc acg atg ccg 
Thr Lys Gin His Ser Gin Thr Pro Ser Thr Leu Asn Pro Thr Met Pro 

1075 1080 1085 



3264 



gec teg gag egg act gta gee tgg gtg tec aat atg cct cac ctg tec 
Ala Ser Glu Arg Thr Val Ala Trp Val Ser Asn Met Pro His Leu Ser 
1090 1095 1100 



3312 



get gac ate gag agt gca cac att gag egg gaa gag tac aag ctg aag 
Ala Asp He Glu Ser Ala His He Glu Arg Glu Glu Tyr Lys Leu Lys 
1105 1110 1115 



3360 



gag tac teg aag tec atg gac gag age cga ctg gac agg gtg aag gag 
Glu Tyr Ser Lys Ser Met Asp Glu Ser Arg Leu Asp Arg Val Lys Glu 
1120 1125 1130 1135 



3408 



tac gag gag gag ate cac tea ctg aag gaa agg eta cac atg tec aac 
Tyr Glu Glu Glu He His Ser Leu Lys Glu Arg Leu His Met Ser Asn 

1140 1145 1150 



3456 



egg aag ctg gaa gag tac gag egg agg ctg ctg tec cag gaa gag cag 
Arg Lys Leu Glu Glu Tyr Glu Arg Arg Leu Leu Ser Gin Glu Glu Gin 

1155 1160 1165 



3504 



acc age aag ate ctg atg cag tac caa gee cgc ctg gag cag age gag 
Thr Ser Lys He Leu Met Gin Tyr Gin Ala Arg Leu Glu Gin Ser Glu 
1170 1175 1180 



3552 



aag cgc ttg agg cag cag cag gtg gag aag gac tec cag ate aag age 
Lys Arg Leu Arg Gin Gin Gin Val Glu Lys Asp Ser Gin He Lys Ser 
1185 1190 1195 



3600 



ate att ggc agg ctg atg ctg gtg gag gag gag ctg cgc egg gac cac 
lie lie Gly Arg Leu Met Leu Val Glu Glu Glu Leu Arg Arg Asp His 
1200 1205 1210 1215 



3648 



ccc gee atg get gag ccg ctg cct gaa ccc aag aag agg ctg etc gac 
Pro Ala Met Ala Glu Pro Leu Pro Glu Pro Lys Lys Arg Leu Leu Asp 

1220 1225 1230 



3696 



get cag aga ggc age ttc ccc cct tgg gtc caa caa acc cgc gtg 
Ala Gin Arg Gly Ser Phe Pro Pro Trp Val Gin Gin Thr Arg Val 

1235 1240 1245 



3741 



tga cgc tgg ccc cac ctt gga acg gec tgg ccc ccc cag ccc cac ccc 
Arg Trp Pro His Leu Gly Thr Ala Trp Pro Pro Gin Pro His Pro 

1250 1255 1260 



3789 



ccc cac ccc ggc tgc aga tea cag aga acg gcg agt tec gga aca ccg 
Pro His Pro Gly Cys Arg Ser Gin Arg Thr Ala Ser Ser Gly Thr Pro 

1265 1270 1275 



3837 
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cag acc act age cca ccc age ate aca gac etc ctt ccc tgt gca ccc 
Gin Thr Thr Ser Pro Pro Ser lie Thr Asp Leu Leu Pro Cys Ala Pro 
1280 1285 1290 



3885 



tac ccc ggc cca ccc age gtc aca gac etc ctt ccc agt gca ccc gac 
Tyr Pro Gly Pro Pro Ser Val Thr Asp Leu Leu Pro Ser Ala Pro Asp 
1295 1300 1305 



3933 



cct gga aca tea cca acc acc agg act gga cgt cac caa ggg aca gcg 
Pro Gly Thr Ser Pro Thr Thr Arg Thr Gly Arg His Gin Gly Thr Ala 
1310 1315 1320 1325 



3981 



gga ttg tct ccc tta acg cct cct tgg ggc acc cat ctg tea acc cca 
Gly Leu Ser Pro Leu Thr Pro Pro Trp Gly Thr His Leu Ser Thr Pro 

1330 1335 1340 



4029 



ctg etc cat tec agg agg gag agt ggg acc etc age tgc cct etc acc 
Leu Leu His Ser Arg Arg Glu Ser Gly Thr Leu Ser Cys Pro Leu Thr 

1345 1350 1355 



4077 



cca gga cac cac eta ccc cac aca gac ccc ttc act ctg ggg tgc tat 
Pro Gly His His Leu Pro His Thr Asp Pro Phe Thr Leu Gly Cys Tyr 
1360 1365 1370 

ccc cat cct 
Pro His Pro 
1375 



4125 



4134 



<210> 4 
<211> 1376 
<212> PRT 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: mammalian 
SYNGAP-B 

<400> 4 

Gly Pro Pro Pro Arg Pro Arg Gin Gly Ala Pro Val Gin Val Pro Cys 
15 10 15 

Pro Leu Leu Pro Thr Ala Ser Leu Ser Ala Ala Ala Ala Leu Pro Ala 

20 25 30 

Ala Phe Arg Gly Asn Thr Thr Trp Val Ala Arg Gly Gly Arg Val Ser 
35 40 45 

Pro Gly Gly Lys Gin Tyr Ser Met Glu Ala Ala Pro Ala Ala Pro Phe 
50 55 60 

Arg Pro Ser Gin Gly Phe Leu Ser Arg Arg Leu Lys Ser Ser lie Lys 
65 70 75 80 

Arg Thr Lys Ser Gin Pro Lys Leu Asp Arg Thr Ser Ser Phe Arg Gin 

85 90 95 
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lie Leu Pro Arg 

100 

Gin Ser Phe Lys 
115 

Ser Ala Ala Glu 
130 

Lys Pro Val His 
145 

Thr Thr Ser Ser 



Arg Asp Lys Trp 

180 

Asp Asn Ser Arg 
195 

Ala Arg Glu Leu 
210 

Asp Asp Met Leu 
225 

Gly Asp Thr Val 



Ala Val Arg Ala 

260 

Arg Lys Lys Asp 
275 

Ala Thr Leu Ala 
290 

Leu Pro Thr Gly 
305 

Gly Gly Ser Gly 



Ala Val Arg Leu 

340 

Glu Leu Tyr Lys 
355 

Leu Cys Ala Val 
370 

Val Ala Ser Ala 
385 



Phe Arg Ser Ala 



Glu Ser His Ser 

120 

Ala Leu Glu Leu 
135 

Ser Ser lie Leu 
150 

Gly Thr Lys Cys 
165 

lie Glu Asn Leu 



Arg Val Asp Asn 

200 

Pro Pro Lys Lys 
215 

Tyr Ala Arg Thr 
230 

Phe Trp Gly Glu 
245 

Leu Arg Leu His 



Lys Ala Gly Tyr 

280 

Gly Arg His Phe 
295 

Ser Gly Gly Ser 
310 

Gly Gly Ser Gly 
325 

Lys Ala Arg Tyr 



Glu Phe Ala Glu 

360 

Leu Glu Pro Ala 
375 

Leu Val His lie 
390 



Asp His Asp Arg 
105 

His Glu Ser Leu 



Asn Leu Asp Glu 

140 

Gly Gin Glu Phe 
155 

Phe Ala Cys Arg 
170 

Gin Arg Ala Val 
185 

Val Leu Lys Leu 



Arg Tyr Tyr Cys 

220 

Thr Ser Lys Pro 
235 

His Phe Glu Phe 
250 

Leu Tyr Arg Asp 
265 

Val Gly Leu Val 



Thr Glu Gin Trp 

300 

Gly Gly Met Gly 
315 

Gly Lys Gly Lys 
330 

Gin Thr Met Ser 
345 

Tyr Val Thr Asn 



Leu Asn Val Lys 

380 

Leu Gin Ser Thr 
395 



Ala Arg Leu Met 
110 

Leu Ser Pro Ser 
125 

Asp Ser lie lie 



Cys Phe Glu Val 

160 

Ser Ala Ala Glu 
175 

Lys Pro Asn Lys 
190 

Trp lie lie Glu 
205 

Glu Leu Cys Leu 



Arg Ser Ala Ser 

240 

Asn Asn Leu Pro 
255 

Ser Asp Lys Lys 
270 

Thr Val Pro Val 
285 

Tyr Pro Val Thr 



Ser Gly Gly Gly 

320 

Gly Gly Cys Pro 
335 

lie Leu Pro Met 
350 

His Tyr Arg Met 
365 

Gly Lys Glu Glu 



Gly Lys Ala Lys 

400 
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Asp Phe Leu Ser Asp Met Ala Met Ser Glu Val Asp Arg Phe Met Glu 

405 410 415 

Arg Glu His Leu lie Phe Arg Glu Asn Thr Leu Ala Thr Lys Ala He 

420 425 430 

Glu Glu Tyr Met Arg Leu He Gly Gin Lys Tyr Leu Lys Asp Ala He 
435 440 445 

Gly Glu Phe He Arg Ala Leu Tyr Glu Ser Glu Glu Asn Cys Glu Val 
450 455 460 

Asp Pro He Lys Cys Thr Ala Ser Ser Leu Ala Glu His Gin Ala Asn 
465 470 475 480 

Leu Arg Met Cys Cys Glu Leu Ala Leu Cys Lys Val Val Asn Ser His 

485 490 495 

Cys Val Phe Pro Arg Glu Leu Lys Glu Val Phe Ala Ser Trp Arg Leu 

500 505 510 

Arg Cys Ala Glu Arg Gly Arg Glu Asp He Ala Asp Arg Leu He Ser 
515 520 525 

Ala Ser Leu Phe Leu Arg Phe Leu Cys Pro Ala He Met Ser Pro Ser 
530 535 540 

Leu Phe Gly Leu Met Gin Glu Tyr Pro Asp Glu Gin Thr Ser Arg Thr 
545 550 555 560 

Leu Thr Leu He Ala Lys Val He Gin Asn Leu Ala Asn Phe Ser Lys 

565 570 575 

Phe Thr Ser Lys Glu Asp Phe Leu Gly Phe Met Asn Glu Phe Leu Glu 

580 585 590 

Leu Glu Trp Gly Ser Met Gin Gin Phe Leu Tyr Glu He Ser Asn Leu 
595 600 605 

Asp Thr Leu Thr Asn Ser Ser Ser Phe Glu Gly Tyr He Asp Leu Gly 
610 615 620 

Arg Glu Leu Ser Thr Leu His Ala Leu Leu Trp Glu Val Leu Pro Gin 
625 630 635 640 

Leu Ser Lys Glu Ala Leu Leu Lys Leu Gly Pro Leu Pro Arg Leu Leu 

645 650 655 

Ser Asp He Ser Thr Ala Leu Arg Asn Pro Asn He Gin Arg Gin Pro 

660 665 670 

Ser Arg Gin Ser Glu Arg Ala Arg Ser Gin Pro Met Val Leu Arg Gly 
675 680 685 



Pro Ser Ala Glu Met Gin Gly Tyr Met Met Arg Asp Leu Asn Ser Ser 
690 695 700 
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He Asp Leu Gin Ser Phe Met Ala Arg Gly Leu Asn Ser Ser Met Asp 
705 710 715 720 

Met Ala Arg Leu Pro Ser Pro Thr Lys Glu Lys Pro Pro Pro Pro Pro 

725 730 735 

Pro Gly Gly Gly Lys Asp Leu Phe Tyr Val Ser Arg Pro Pro Leu Ala 

740 745 750 

Arg Ser Ser Pro Ala Tyr Cys Thr Ser Ser Ser Asp He Thr Glu Pro 
755 760 765 

Glu Gin Lys Met Leu Ser Val Asn Lys Ser Val Ser Met Leu Asp Leu 
770 775 780 

Gin Gly Asp Gly Pro Gly Gly Arg Leu Asn Ser Ser Ser Val Ser Asn 
785 790 795 800 

Leu Ala Ala Val Gly Asp Leu Leu His Ser Ser Gin Ala Ser Leu Thr 

805 810 815 

Ala Ala Leu Gly Leu Arg Pro Ala Pro Ala Gly Arg Leu Ser Gin Gly 

820 825 830 

Ser Gly Ser Ser He Thr Ala Ala Gly Met Arg Leu Ser Gin Met Gly 
835 840 845 

Val Thr Thr Asp Gly Val Pro Ala Gin Gin Leu Arg He Pro Leu Ser 
850 855 860 

Phe Gin Asn Pro Leu Phe His Met Ala Ala Asp Gly Pro Gly Pro Pro 
865 870 875 880 

Ala Gly His Gly Gly Ser Ser Gly His Gly Pro Pro Ser Ser His His 

885 890 895 

His His His His His His His His Arg Gly Gly Glu Pro Pro Gly Asp 

900 905 910 

Thr Phe Ala Pro Phe His Gly Tyr Ser Lys Ser Glu Asp Leu Ser Thr 
915 920 925 

Gly Val Pro Lys Pro Pro Ala Ala Ser He Leu His Ser His Ser Tyr 
930 935 940 

Ser Asp Glu Phe Gly Pro Ser Gly Thr Asp Phe Thr Arg Arg Gin Leu 
945 950 955 960 

Ser Leu Gin Asp Asn Leu Gin His Met Leu Ser Pro Pro Gin lie Thr 

965 970 975 

He Gly Pro Gin Arg Pro Ala Pro Ser Gly Pro Gly Gly Gly Ser Gly 

980 985 990 



Gly Gly Ser Gly Gly Gly Gly Gly Gly Gin Pro Pro Pro Leu Gin Arg 
995 1000 1005 
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Gly Lys Ser Gin Gin Leu Thr Val Ser Ala Ala Gin Lys Pro Arg Pro 
1010 1015 1020 

Ser Ser Gly Asn Leu Leu Gin Ser Pro Glu Pro Ser Tyr Gly Pro Ala 
1025 1030 1035 1040 

Arg Pro Arg Gin Gin Ser Leu Ser Lys Glu Gly Ser He Gly Gly Ser 

1045 1050 1055 

Gly Gly Ser Gly Gly Gly Gly Gly Gly Gly Leu Lys Pro Ser He Thr 

1060 1065 1070 

Lys Gin His Ser Gin Thr Pro Ser Thr Leu Asn Pro Thr Met Pro Ala 
1075 1080 1085 

Ser Glu Arg Thr Val Ala Trp Val Ser Asn Met Pro His Leu Ser Ala 
1090 1095 1100 

Asp He Glu Ser Ala His He Glu Arg Glu Glu Tyr Lys Leu Lys Glu 
1105 1110 1115 1120 

Tyr Ser Lys Ser Met Asp Glu Ser Arg Leu Asp Arg Val Lys Glu Tyr 

1125 1130 1135 

Glu Glu Glu He His Ser Leu Lys Glu Arg Leu His Met Ser Asn Arg 

1140 1145 1150 

Lys Leu Glu Glu Tyr Glu Arg Arg Leu Leu Ser Gin Glu Glu Gin Thr 
1155 1160 1165 

Ser Lys He Leu Met Gin Tyr Gin Ala Arg Leu Glu Gin Ser Glu Lys 
1170 1175 1180 

Arg Leu Arg Gin Gin Gin Val Glu Lys Asp Ser Gin lie Lys Ser lie 
1185 1190 1195 1200 

He Gly Arg Leu Met Leu Val Glu Glu Glu Leu Arg Arg Asp His Pro 

1205 1210 1215 

Ala Met Ala Glu Pro Leu Pro Glu Pro Lys Lys Arg Leu Leu Asp Ala 

1220 1225 1230 

Gin Arg Gly Ser Phe Pro Pro Trp Val Gin Gin Thr Arg Val Arg Trp 
1235 1240 1245 

Pro His Leu Gly Thr Ala Trp Pro Pro Gin Pro His Pro Pro His Pro 
1250 1255 1260 

Gly Cys Arg Ser Gin Arg Thr Ala Ser Ser Gly Thr Pro Gin Thr Thr 
1265 1270 1275 1280 

Ser Pro Pro Ser He Thr Asp Leu Leu Pro Cys Ala Pro Tyr Pro Gly 

1285 1290 1295 



Pro Pro Ser Val Thr Asp Leu Leu Pro Ser Ala Pro Asp Pro Gly Thr 

1300 1305 1310 
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Ser Pro Thr Thr Arg Thr Gly Arg His Gin Gly Thr Ala Gly Leu Ser 
1315 1320 1325 

Pro Leu Thr Pro Pro Trp Gly Thr His Leu Ser Thr Pro Leu Leu His 
1330 1335 1340 

Ser Arg Arg Glu Ser Gly Thr Leu Ser Cys Pro Leu Thr Pro Gly His 
1345 1350 1355 1360 

His Leu Pro His Thr Asp Pro Phe Thr Leu Gly Cys Tyr Pro His Pro 

1365 1370 1375 



<210> 5 
<211> 3981 
<212> DNA 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: mammalian 
SYNGAP-C 

<220> 

<221> CDS 

<222> (4) . . (3588) 

<220> 
<221> CDS 

<222> (3592) . . (3981) 
<400> 5 

tag gga gag act gag ctg ccc caa gca ccc cat ttc cca ttt get ccc 48 
Gly Glu Thr Glu Leu Pro Gin Ala Pro His Phe Pro Phe Ala Pro 
15 10 15 

cag caa ggc ttc ctg age egg agg eta aaa age tec ate aaa cgt aca 96 
Gin Gin Gly Phe Leu Ser Arg Arg Leu Lys Ser Ser lie Lys Arg Thr 

20 25 30 

aag tea caa ccc aaa ctt gac egg acc age age ttt cga cag ate ctg 144 
Lys Ser Gin Pro Lys Leu Asp Arg Thr Ser Ser Phe Arg Gin lie Leu 

35 40 45 

cct cgc ttc cga agt get gac cat gac egg gec egg ctg atg cag age 192 
Pro Arg Phe Arg Ser Ala Asp His Asp Arg Ala Arg Leu Met Gin Ser 
50 55 60 

ttc aag gag tct cac tec cat gag tec ctg ctg agt ccc age agt get 240 
Phe Lys Glu Ser His Ser His Glu Ser Leu Leu Ser Pro Ser Ser Ala 
65 70 75 

get gag gec ctg gag etc aac ctg gat gaa gac tec att ate aag cca 2 88 

Ala Glu Ala Leu Glu Leu Asn Leu Asp Glu Asp Ser lie lie Lys Pro 
80 85 90 95 

gta cac age tec ate ctg ggc cag gag ttc tgc ttt gag gta aca aca 33 6 

Val His Ser Ser lie Leu Gly Gin Glu Phe Cys Phe Glu Val Thr Thr 

100 105 110 
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teg tct ggg aca aaa tgt ttt gec tgt egg tct gca gec gaa agg gac 384 
Ser Ser Gly Thr Lys Cys Phe Ala Cys Arg Ser Ala Ala Glu Arg Asp 

115 120 125 

aaa tgg att gag aat eta cag agg get gtg aaa ccc aac aag gac aac 432 
Lys Trp lie Glu Asn Leu Gin Arg Ala Val Lys Pro Asn Lys Asp Asn 
130 135 140 

age cgc egg gta gat aac gtg ctg aaa eta tgg ate ata gaa get cga 480 
Ser Arg Arg Val Asp Asn Val Leu Lys Leu Trp He He Glu Ala Arg 
145 150 155 

gag ctg ccc ccc aag aag cga tat tac tgc gag tta tgc ctg gac gac 528 
Glu Leu Pro Pro Lys Lys Arg Tyr Tyr Cys Glu Leu Cys Leu Asp Asp 
160 165 170 175 

atg etc tat gca egg ace act tec aag ccc cgc tea gee tea gga gac 576 
Met Leu Tyr Ala Arg Thr Thr Ser Lys Pro Arg Ser Ala Ser Gly Asp 

180 185 190 

act gtc ttt tgg ggc gag cac ttc gag ttt aac aac ctg cct get gtc 624 
Thr Val Phe Trp Gly Glu His Phe Glu Phe Asn Asn Leu Pro Ala Val 

195 200 205 

egg gcg ctg egg ctg cat ctg tac cgt gac teg gac aaa aag egg aag 672 
Arg Ala Leu Arg Leu His Leu Tyr Arg Asp Ser Asp Lys Lys Arg Lys 
210 215 220 

aag gac aag gca ggc tac gtt ggc ctg gtg act gtt cca gtg gec ace 720 
Lys Asp Lys Ala Gly Tyr Val Gly Leu Val Thr Val Pro Val Ala Thr 
225 230 235 

ctg get ggg cgc cac ttc aca gag cag tgg tac ccc gtg acc ctg cca 768 
Leu Ala Gly Arg His Phe Thr Glu Gin Trp Tyr Pro Val Thr Leu Pro 
240 245 250 255 

aca gga agt ggg ggc tct ggg ggt atg ggc teg ggg gga gga ggg ggg 816 
Thr Gly Ser Gly Gly Ser Gly Gly Met Gly Ser Gly Gly Gly Gly Gly 

260 265 270 

tea ggg ggc ggc tea ggg ggc aaa ggg aaa gga ggc tgt cct get gtg 864 
Ser Gly Gly Gly Ser Gly Gly Lys Gly Lys Gly Gly Cys Pro Ala Val 

275 280 285 

egg ctg aag gee cgt tac cag aca atg agt ate ctg ccc atg gag eta 912 
Arg Leu Lys Ala Arg Tyr Gin Thr Met Ser He Leu Pro Met Glu Leu 
290 295 300 

tat aag gag ttt gca gaa tat gtg acc aac cac tac cgc atg ctg tgt 960 
Tyr Lys Glu Phe Ala Glu Tyr Val Thr Asn His Tyr Arg Met Leu Cys 
305 310 315 

gee gtg ctg gag ccc gec etc aat gtc aag ggc aag gag gag gtc get 1008 
Ala Val Leu Glu Pro Ala Leu Asn Val Lys Gly Lys Glu Glu Val Ala 
320 325 330 335 
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agt gca ctg gtt cac ate ctg caa age aca ggc aag gec aag gac ttc 1056 
Ser Ala Leu Val His lie Leu Gin Ser Thr Gly Lys Ala Lys Asp Phe 

340 345 350 

ctt tea gac atg gee atg tea gag gta gac egg ttc atg gag egg gaa 1104 
Leu Ser Asp Met Ala Met Ser Glu Val Asp Arg Phe Met Glu Arg Glu 

355 360 365 

cac etc ata ttc cgc gag aac acg etc gee act aaa gee ata gaa gag 1152 
His Leu lie Phe Arg Glu Asn Thr Leu Ala Thr Lys Ala lie Glu Glu 
370 375 380 

tat atg aga ctg att ggc cag aaa tac etc aag gat gee att ggg gag 1200 
Tyr Met Arg Leu lie Gly Gin Lys Tyr Leu Lys Asp Ala lie Gly Glu 
385 390 395 

ttc ate egg get ctg tat gaa tct gag gag aac tgt gaa gta gac ccc 1248 
Phe lie Arg Ala Leu Tyr Glu Ser Glu Glu Asn Cys Glu Val Asp Pro 
400 405 410 415 

ate aag tgc aca gcg tec agt ctg gca gag cac cag gee aac ctg egg 1296 
lie Lys Cys Thr Ala Ser Ser Leu Ala Glu His Gin Ala Asn Leu Arg 

420 425 430 

atg tgc tgt gag ttg gee ctg tgc aag gtg gtc aac tec cat tgc gtg 1344 
Met Cys Cys Glu Leu Ala Leu Cys Lys Val Val Asn Ser His Cys Val 

435 440 445 

ttc ccg agg gag ctg aag gag gtg ttt gca tea tgg egg ctg cgc tgt 1392 
Phe Pro Arg Glu Leu Lys Glu Val Phe Ala Ser Trp Arg Leu Arg Cys 
450 455 460 

gca gag egg ggc egg gag gac att get gac agg ctg ate age gee teg 1440 
Ala Glu Arg Gly Arg Glu Asp lie Ala Asp Arg Leu lie Ser Ala Ser 
465 470 475 

etc ttc ctg cgc ttc etc tgc ccg gec ate atg teg ccc agt ctg ttt 1488 
Leu Phe Leu Arg Phe Leu Cys Pro Ala lie Met Ser Pro Ser Leu Phe 
480 485 490 495 

gga ctg atg cag gag tac cca gat gag cag ace tea cga acc etc acc 153 6 

Gly Leu Met Gin Glu Tyr Pro Asp Glu Gin Thr Ser Arg Thr Leu Thr 

500 505 510 

etc ate gee aag gtt ate cag aac ctg gec aac ttt tec aag ttt acc 1584 
Leu lie Ala Lys Val lie Gin Asn Leu Ala Asn Phe Ser Lys Phe Thr 

515 520 525 

tea aag gag gac ttc ctg ggc ttc atg aac gag ttt ctg gag ctg gaa 1632 
Ser Lys Glu Asp Phe Leu Gly Phe Met Asn Glu Phe Leu Glu Leu Glu 
530 535 540 

tgg ggt tct atg cag caa ttc ttg tat gag ata tec aac ctg gac aca 1680 
Trp Gly Ser Met Gin Gin Phe Leu Tyr Glu lie Ser Asn Leu Asp Thr 
545 550 555 
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ctg acc aac age age agt ttt gag ggc tac at a gac ttg ggc cgc gag 1728 
Leu Thr Asn Ser Ser Ser Phe Glu Gly Tyr lie Asp Leu Gly Arg Glu 
560 565 570 575 

etc tec aca ctt cac gee ctg etc tgg gag gtg ctg ccc cag etc age 1776 
Leu Ser Thr Leu His Ala Leu Leu Trp Glu Val Leu Pro Gin Leu Ser 

580 585 590 

aag gaa gec etc ctg aag ctg ggc ccg ctg ccc egg etc etc age gac 1824 
Lys Glu Ala Leu Leu Lys Leu Gly Pro Leu Pro Arg Leu Leu Ser Asp 

595 600 605 

ate age aca gee ctg agg aac cct aac ate caa agg cag ccg age cgc 1872 
lie Ser Thr Ala Leu Arg Asn Pro Asn lie Gin Arg Gin Pro Ser Arg 
610 615 620 

cag age gag cgc get egg tct cag ccc atg gtg ctg cgc ggg ccg tea 1920 
Gin Ser Glu Arg Ala Arg Ser Gin Pro Met Val Leu Arg Gly Pro Ser 
625 630 635 

gec gaa atg cag ggc tac atg atg egg gac etc aac age tec ate gac 1968 
Ala Glu Met Gin Gly Tyr Met Met Arg Asp Leu Asn Ser Ser lie Asp 
640 645 650 655 

ctt cag tec ttc atg get cga ggc etc aac age tct atg gac atg get 2016 
Leu Gin Ser Phe Met Ala Arg Gly Leu Asn Ser Ser Met Asp Met Ala 

660 665 670 

cgc etc ccc tec cca acc aag gag aaa ccc ccg ccg ccc cct ccc ggt 2064 
Arg Leu Pro Ser Pro Thr Lys Glu Lys Pro Pro Pro Pro Pro Pro Gly 

675 680 685 

QQQ ggt aaa gac ctg ttc tat gtg age egg cca cca ctg gee egg tec 2112 
Gly Gly Lys Asp Leu Phe Tyr Val Ser Arg Pro Pro Leu Ala Arg Ser 
690 695 700 

tec cca gca tac tgc acg age age teg gac ate aca gag ccg gag cag 2160 
Ser Pro Ala Tyr Cys Thr Ser Ser Ser Asp lie Thr Glu Pro Glu Gin 
705 710 715 

aag atg ctg agt gtc aac aag agt gtg tec atg ctg gac ctg cag ggc 2208 
Lys Met Leu Ser Val Asn Lys Ser Val Ser Met Leu Asp Leu Gin Gly 
720 725 730 735 

gac ggg cct ggg ggc cgc ctt aac age agt agt gtt tec aac ctg gca 2256 
Asp Gly Pro Gly Gly Arg Leu Asn Ser Ser Ser Val Ser Asn Leu Ala 

740 745 750 

get gtt ggg gac ctg ttg cac tea age cag get tea ctg aca gca gec 2 3 04 

Ala Val Gly Asp Leu Leu His Ser Ser Gin Ala Ser Leu Thr Ala Ala 

755 760 765 

ttg ggg ttg egg cct gca cct gec ggg cgc etc tec caa ggg agt ggc 2352 
Leu Gly Leu Arg Pro Ala Pro Ala Gly Arg Leu Ser Gin Gly Ser Gly 
770 775 780 
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tct tec ate aca gca gec ggc atg cgc etc age cag atg ggt gtc act 2400 
Ser Ser lie Thr Ala Ala Gly Met Arg Leu Ser Gin Met Gly Val Thr 
785 790 795 

acg gat ggt gtc ccc gec cag caa ctg cgc ate cct ctt tec ttc cag 2448 
Thr Asp Gly Val Pro Ala Gin Gin Leu Arg lie Pro Leu Ser Phe Gin 
800 805 810 815 

aac cct etc ttc cat atg get gec gat gga cca ggg ccc cca gca ggc 2496 
Asn Pro Leu Phe His Met Ala Ala Asp Gly Pro Gly Pro Pro Ala Gly 

820 825 830 

cat gga ggg age agt ggc cat ggt cca cct tec tec cat cac cac cac 2544 
His Gly Gly Ser Ser Gly His Gly Pro Pro Ser Ser His His His His 

835 840 845 

cac cac cat cac cat cac cga ggg gga gaa ccc cca ggg gac act ttt 2592 
His His His His His His Arg Gly Gly Glu Pro Pro Gly Asp Thr Phe 
850 855 860 

gee ccg ttc cat ggc tat age aag age gag gac etc tct aca ggg gtc 2640 
Ala Pro Phe His Gly Tyr Ser Lys Ser Glu Asp Leu Ser Thr Gly Val 
865 870 875 

cct aag ccc cct gcg gec tec ate ctt cac age cac age tac agt gat 2 688 

Pro Lys Pro Pro Ala Ala Ser lie Leu His Ser His Ser Tyr Ser Asp 
880 885 890 895 

gag ttt gga ccc tct ggt act gat ttt ace cgt egg cag etc tea ctt 2736 
Glu Phe Gly Pro Ser Gly Thr Asp Phe Thr Arg Arg Gin Leu Ser Leu 

900 905 910 

cag gac aac eta cag cac atg etc tec ccg ccc cag ate acc ate ggt 27 84 

Gin Asp Asn Leu Gin His Met Leu Ser Pro Pro Gin He Thr He Gly 

915 920 925 

ccc cag agg cca get ccc tea ggg cca gga ggg ggc agt ggt ggg ggc 2832 
Pro Gin Arg Pro Ala Pro Ser Gly Pro Gly Gly Gly Ser Gly Gly Gly 
930 935 940 

agt ggt ggg ggc ggt ggg ggc cag cca cct ccc ttg cag agg ggc aaa 2880 
Ser Gly Gly Gly Gly Gly Gly Gin Pro Pro Pro Leu Gin Arg Gly Lys 
945 950 955 

tct cag cag ttg aca gtg agt get gec cag aaa ccc egg ccg tec age 292 8 

Ser Gin Gin Leu Thr Val Ser Ala Ala Gin Lys Pro Arg Pro Ser Ser 
960 965 970 975 

ggg aac eta ttg cag tec ccg gaa cca agt tat ggt cct gee cgt cca 2976 
Gly Asn Leu Leu Gin Ser Pro Glu Pro Ser Tyr Gly Pro Ala Arg Pro 

980 985 990 

egg caa cag age etc age aaa gag ggc age att ggg ggc age ggg ggc 3024 
Arg Gin Gin Ser Leu Ser Lys Glu Gly Ser He Gly Gly Ser Gly Gly 

995 1000 1005 
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age ggt ggc gga ggg ggt ggg ggg etc aag ccc tec 
Ser Gly Gly Gly Gly Gly Gly Gly Leu Lys Pro Ser 
1010 1015 



ate ace aag cag 
lie Thr Lys Gin 
1020 



3072 



cat tec cag act cca tec 
His Ser Gin Thr Pro Ser 
1025 



acg ctg aac ccc acg 
Thr Leu Asn Pro Thr 
1030 



atg ccg gec teg gag 
Met Pro Ala Ser Glu 
1035 



3120 



egg act gta gec tgg gtg tec aat atg cct cac ctg tec get gac ate 
Arg Thr Val Ala Trp Val Ser Asn Met Pro His Leu Ser Ala Asp lie 
1040 1045 1050 1055 



3168 



gag agt gca cac att gag egg gaa gag 
Glu Ser Ala His lie Glu Arg Glu Glu 

1060 



tac aag ctg aag gag 
Tyr Lys Leu Lys Glu 
1065 



tac teg 
Tyr Ser 
1070 



3216 



aag tec atg gac gag age cga ctg gac agg gtg aag gag tac gag gag 
Lys Ser Met Asp Glu Ser Arg Leu Asp Arg Val Lys Glu Tyr Glu Glu 

1075 1080 1085 
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gag ate cac tea ctg aag gaa agg eta cac atg tec aac egg aag ctg 
Glu lie His Ser Leu Lys Glu Arg Leu His Met Ser Asn Arg Lys Leu 
1090 1095 1100 
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gaa gag tac gag egg agg ctg ctg tec cag gaa gag cag ace age aag 
Glu Glu Tyr Glu Arg Arg Leu Leu Ser Gin Glu Glu Gin Thr Ser Lys 
1105 1110 1115 



3360 



ate ctg atg cag tac caa gee cgc ctg gag cag age gag aag cgc ttg 
lie Leu Met Gin Tyr Gin Ala Arg Leu Glu Gin Ser Glu Lys Arg Leu 
1120 1125 1130 1135 



3408 



agg cag cag cag gtg gag aag gac tec cag ate aag age ate att ggc 
Arg Gin Gin Gin Val Glu Lys Asp Ser Gin lie Lys Ser He He Gly 

1140 1145 1150 



3456 



agg ctg atg ctg gtg gag gag gag ctg cgc egg gac cac ccc gee atg 
Arg Leu Met Leu Val Glu Glu Glu Leu Arg Arg Asp His Pro Ala Met 

1155 1160 1165 



3504 



get gag ccg ctg cct gaa ccc aag aag agg ctg etc gac get cag aga 
Ala Glu Pro Leu Pro Glu Pro Lys Lys Arg Leu Leu Asp Ala Gin Arg 
1170 1175 1180 



3552 



ggc age ttc ccc cct tgg gtc caa caa ace cgc gtg tga cgc tgg ccc 
Gly Ser Phe Pro Pro Trp Val Gin Gin Thr Arg Val Arg Trp Pro 

1185 1190 1195 
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cac ctt gga acg gee tgg ccc ccc cag ccc cac ccc ccc cac ccc ggc 
His Leu Gly Thr Ala Trp Pro Pro Gin Pro His Pro Pro His Pro Gly 
1200 1205 1210 
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tgc aga tea cag aga acg gcg agt tec gga aca ccg cag ace act age 
Cys Arg Ser Gin Arg Thr Ala Ser Ser Gly Thr Pro Gin Thr Thr Ser 
1215 1220 1225 1230 



3696 
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cca ccc age ate aca gac etc ctt ccc tgt gca ccc tac ccc ggc cca 
Pro Pro Ser lie Thr Asp Leu Leu Pro Cys Ala Pro Tyr Pro Gly Pro 

1235 1240 1245 

ccc age gtc aca gac etc ctt ccc agt gca ccc gac cct gga aca tea 
Pro Ser Val Thr Asp Leu Leu Pro Ser Ala Pro Asp Pro Gly Thr Ser 

1250 1255 1260 

cca acc ace agg act gga cgt cac caa ggg aca gcg gga ttg tct ccc 
Pro Thr Thr Arg Thr Gly Arg His Gin Gly Thr Ala Gly Leu Ser Pro 
1265 1270 1275 

tta aeg cct cct tgg ggc acc cat ctg tea acc cca ctg etc cat tec 
Leu Thr Pro Pro Trp Gly Thr His Leu Ser Thr Pro Leu Leu His Ser 
1280 1285 1290 

agg agg gag agt ggg acc etc age tgc cct etc acc cca gga cac cac 
Arg Arg Glu Ser Gly Thr Leu Ser Cys Pro Leu Thr Pro Gly His His 
1295 1300 1305 1310 

eta ccc cac aca gac ccc ttc act ctg ggg tgc tat ccc cat cct 
Leu Pro His Thr Asp Pro Phe Thr Leu Gly Cys Tyr Pro His Pro 

1315 1320 1325 



<210> 6 
<211> 1325 
<212> PRT 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: mammalian 
SYNGAP-C 

<400> 6 

Gly Glu Thr Glu Leu Pro Gin Ala Pro His Phe Pro Phe Ala Pro Gin 
1 5 10 15 

Gin Gly Phe Leu Ser Arg Arg Leu Lys Ser Ser He Lys Arg Thr Lys 

20 25 30 

Ser Gin Pro Lys Leu Asp Arg Thr Ser Ser Phe Arg Gin He Leu Pro 
35 40 45 

Arg Phe Arg Ser Ala Asp His Asp Arg Ala Arg Leu Met Gin Ser Phe 
50 55 60 

Lys Glu Ser His Ser His Glu Ser Leu Leu Ser Pro Ser Ser Ala Ala 
65 70 75 80 

Glu Ala Leu Glu Leu Asn Leu Asp Glu Asp Ser He He Lys Pro Val 

85 90 95 

His Ser Ser He Leu Gly Gin Glu Phe Cys Phe Glu Val Thr Thr Ser 

100 105 HO 

Ser Gly Thr Lys Cys Phe Ala Cys Arg Ser Ala Ala Glu Arg Asp Lys 
115 120 125 
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Trp lie Glu Asn 
130 

Arg Arg Val Asp 
145 

Leu Pro Pro Lys 



Leu Tyr Ala Arg 

180 

Val Phe Trp Gly 
195 

Ala Leu Arg Leu 
210 

Asp Lys Ala Gly 
225 

Ala Gly Arg His 



Gly Ser Gly Gly 

260 

Gly Gly Gly Ser 
275 

Leu Lys Ala Arg 
290 

Lys Glu Phe Ala 
305 

Val Leu Glu Pro 



Ala Leu Val His 

340 

Ser Asp Met Ala 
355 

Leu lie Phe Arg 
370 

Met Arg Leu lie 
385 

lie Arg Ala Leu 



Lys Cys Thr Ala 

420 



Leu Gin Arg Ala 
135 

Asn Val Leu Lys 
150 

Lys Arg Tyr Tyr 
165 

Thr Thr Ser Lys 



Glu His Phe Glu 

200 

His Leu Tyr Arg 
215 

Tyr Val Gly Leu 
230 

Phe Thr Glu Gin 
245 

Ser Gly Gly Met 



Gly Gly Lys Gly 

280 

Tyr Gin Thr Met 
295 

Glu Tyr Val Thr 
310 

Ala Leu Asn Val 
325 

lie Leu Gin Ser 



Met Ser Glu Val 

360 

Glu Asn Thr Leu 
375 

Gly Gin Lys Tyr 
390 

Tyr Glu Ser Glu 
405 

Ser Ser Leu Ala 



Val Lys Pro Asn 

140 

Leu Trp lie lie 
155 

Cys Glu Leu Cys 
170 

Pro Arg Ser Ala 
185 

Phe Asn Asn Leu 



Asp Ser Asp Lys 

220 

Val Thr Val Pro 
235 

Trp Tyr Pro Val 
250 

Gly Ser Gly Gly 
265 

Lys Gly Gly Cys 



Ser lie Leu Pro 

300 

Asn His Tyr Arg 
315 

Lys Gly Lys Glu 
330 

Thr Gly Lys Ala 
345 

Asp Arg Phe Met 



Ala Thr Lys Ala 

380 

Leu Lys Asp Ala 
395 

Glu Asn Cys Glu 
410 

Glu His Gin Ala 
425 



Lys Asp Asn Ser 



Glu Ala Arg Glu 

160 

Leu Asp Asp Met 
175 

Ser Gly Asp Thr 
190 

Pro Ala Val Arg 
205 

Lys Arg Lys Lys 



Val Ala Thr Leu 

240 

Thr Leu Pro Thr 
255 

Gly Gly Gly Ser 
270 

Pro Ala Val Arg 
285 

Met Glu Leu Tyr 



Met Leu Cys Ala 

320 

Glu Val Ala Ser 
335 

Lys Asp Phe Leu 
350 

Glu Arg Glu His 
365 

lie Glu Glu Tyr 



lie Gly Glu Phe 

400 

Val Asp Pro lie 
415 

Asn Leu Arg Met 
430 
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Cys Cys Glu Leu Ala Leu Cys Lys Val Val Asn Ser His Cys Val Phe 
435 440 445 

Pro Arg Glu Leu Lys Glu Val Phe Ala Ser Trp Arg Leu Arg Cys Ala 
450 455 460 

Glu Arg Gly Arg Glu Asp lie Ala Asp Arg Leu He Ser Ala Ser Leu 
465 470 475 480 

Phe Leu Arg Phe Leu Cys Pro Ala He Met Ser Pro Ser Leu Phe Gly 

485 490 495 

Leu Met Gin Glu Tyr Pro Asp Glu Gin Thr Ser Arg Thr Leu Thr Leu 

500 505 510 

He Ala Lys Val He Gin Asn Leu Ala Asn Phe Ser Lys Phe Thr Ser 
515 520 525 

Lys Glu Asp Phe Leu Gly Phe Met Asn Glu Phe Leu Glu Leu Glu Trp 
530 535 540 

Gly Ser Met Gin Gin Phe Leu Tyr Glu He Ser Asn Leu Asp Thr Leu 
545 550 555 560 

Thr Asn Ser Ser Ser Phe Glu Gly Tyr He Asp Leu Gly Arg Glu Leu 

565 570 575 

Ser Thr Leu His Ala Leu Leu Trp Glu Val Leu Pro Gin Leu Ser Lys 

580 585 590 

Glu Ala Leu Leu Lys Leu Gly Pro Leu Pro Arg Leu Leu Ser Asp He 
595 600 605 

Ser Thr Ala Leu Arg Asn Pro Asn He Gin Arg Gin Pro Ser Arg Gin 
610 615 620 

Ser Glu Arg Ala Arg Ser Gin Pro Met Val Leu Arg Gly Pro Ser Ala 
625 630 635 640 

Glu Met Gin Gly Tyr Met Met Arg Asp Leu Asn Ser Ser He Asp Leu 

645 650 655 

Gin Ser Phe Met Ala Arg Gly Leu Asn Ser Ser Met Asp Met Ala Arg 

660 665 670 

Leu Pro Ser Pro Thr Lys Glu Lys Pro Pro Pro Pro Pro Pro Gly Gly 
675 680 685 

Gly Lys Asp Leu Phe Tyr Val Ser Arg Pro Pro Leu Ala Arg Ser Ser 
690 695 700 

Pro Ala Tyr Cys Thr Ser Ser Ser Asp He Thr Glu Pro Glu Gin Lys 
705 710 715 720 



Met Leu Ser Val Asn Lys Ser Val Ser Met Leu Asp Leu Gin Gly Asp 

725 730 735 
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Gly Pro Gly Gly Arg Leu Asn Ser Ser Ser Val Ser Asn Leu Ala Ala 

740 745 750 

Val Gly Asp Leu Leu His Ser Ser Gin Ala Ser Leu Thr Ala Ala Leu 
755 760 765 

Gly Leu Arg Pro Ala Pro Ala Gly Arg Leu Ser Gin Gly Ser Gly Ser 
770 775 780 

Ser lie Thr Ala Ala Gly Met Arg Leu Ser Gin Met Gly Val Thr Thr 
785 790 795 800 

Asp Gly Val Pro Ala Gin Gin Leu Arg lie Pro Leu Ser Phe Gin Asn 

805 810 815 

Pro Leu Phe His Met Ala Ala Asp Gly Pro Gly Pro Pro Ala Gly His 

820 825 830 

Gly Gly Ser Ser Gly His Gly Pro Pro Ser Ser His His His His His 
835 840 845 

His His His His His Arg Gly Gly Glu Pro Pro Gly Asp Thr Phe Ala 
850 855 860 

Pro Phe His Gly Tyr Ser Lys Ser Glu Asp Leu Ser Thr Gly Val Pro 
865 870 875 880 

Lys Pro Pro Ala Ala Ser lie Leu His Ser His Ser Tyr Ser Asp Glu 

885 890 895 

Phe Gly Pro Ser Gly Thr Asp Phe Thr Arg Arg Gin Leu Ser Leu Gin 

900 905 910 

Asp Asn Leu Gin His Met Leu Ser Pro Pro Gin lie Thr lie Gly Pro 
915 920 925 

Gin Arg Pro Ala Pro Ser Gly Pro Gly Gly Gly Ser Gly Gly Gly Ser 
930 935 940 

Gly Gly Gly Gly Gly Gly Gin Pro Pro Pro Leu Gin Arg Gly Lys Ser 
945 950 955 960 

Gin Gin Leu Thr Val Ser Ala Ala Gin Lys Pro Arg Pro Ser Ser Gly 

965 970 975 

Asn Leu Leu Gin Ser Pro Glu Pro Ser Tyr Gly Pro Ala Arg Pro Arg 

980 985 990 

Gin Gin Ser Leu Ser Lys Glu Gly Ser lie Gly Gly Ser Gly Gly Ser 
995 1000 1005 

Gly Gly Gly Gly Gly Gly Gly Leu Lys Pro Ser lie Thr Lys Gin His 
1010 1015 1020 

Ser Gin Thr Pro Ser Thr Leu Asn Pro Thr Met Pro Ala Ser Glu Arg 
1025 1030 1035 1040 
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Thr Val Ala Trp Val Ser Asn Met Pro His Leu Ser Ala Asp lie Glu 

1045 1050 1055 

Ser Ala His lie Glu Arg Glu Glu Tyr Lys Leu Lys Glu Tyr Ser Lys 

1060 1065 1070 

Ser Met Asp Glu Ser Arg Leu Asp Arg Val Lys Glu Tyr Glu Glu Glu 
1075 1080 1085 

lie His Ser Leu Lys Glu Arg Leu His Met Ser Asn Arg Lys Leu Glu 
1090 1095 1100 

Glu Tyr Glu Arg Arg Leu Leu Ser Gin Glu Glu Gin Thr Ser Lys lie 
1105 1110 1115 1120 

Leu Met Gin Tyr Gin Ala Arg Leu Glu Gin Ser Glu Lys Arg Leu Arg 

1125 1130 1135 

Gin Gin Gin Val Glu Lys Asp Ser Gin lie Lys Ser lie lie Gly Arg 

1140 1145 1150 

Leu Met Leu Val Glu Glu Glu Leu Arg Arg Asp His Pro Ala Met Ala 
1155 1160 1165 

Glu Pro Leu Pro Glu Pro Lys Lys Arg Leu Leu Asp Ala Gin Arg Gly 
1170 1175 1180 

Ser Phe Pro Pro Trp Val Gin Gin Thr Arg Val Arg Trp Pro His Leu 
1185 1190 1195 1200 

Gly Thr Ala Trp Pro Pro Gin Pro His Pro Pro His Pro Gly Cys Arg 

1205 1210 1215 

Ser Gin Arg Thr Ala Ser Ser Gly Thr Pro Gin Thr Thr Ser Pro Pro 

1220 1225 1230 

Ser lie Thr Asp Leu Leu Pro Cys Ala Pro Tyr Pro Gly Pro Pro Ser 
1235 1240 1245 

Val Thr Asp Leu Leu Pro Ser Ala Pro Asp Pro Gly Thr Ser Pro Thr 
1250 1255 1260 

Thr Arg Thr Gly Arg His Gin Gly Thr Ala Gly Leu Ser Pro Leu Thr 
1265 1270 1275 1280 

Pro Pro Trp Gly Thr His Leu Ser Thr Pro Leu Leu His Ser Arg Arg 

1285 1290 1295 

Glu Ser Gly Thr Leu Ser Cys Pro Leu Thr Pro Gly His His Leu Pro 

1300 1305 1310 

His Thr Asp Pro Phe Thr Leu Gly Cys Tyr Pro His Pro 
1315 1320 1325 



<210> 7 
<211> 216 
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<212> PRT 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: mammalian 
SYNGAP-C 

<400> 7 

Gly Lys Ala Lys Asp Phe Leu Ser Asp Met Ala Met Ser Glu Val Asp 
15 10 15 

Arg Phe Met Glu Arg Glu His Leu lie Phe Arg Glu Asn Thr Leu Ala 

20 25 30 

Thr Lys Ala lie Glu Glu Tyr Met Arg Leu lie Gly Gin Lys Tyr Leu 
35 40 45 

Lys Asp Ala lie Gly Glu Phe lie Arg Ala Leu Tyr Glu Ser Glu Glu 
50 55 60 

Asn Cys Glu Val Asp Pro lie Lys Cys Thr Ala Ser Ser Leu Ala Glu 
65 70 75 80 

His Gin Ala Asn Leu Arg Met Cys Cys Glu Leu Ala Leu Cys Lys Val 

85 90 95 

Val Asn Ser His Cys Val Phe Pro Arg Glu Leu Lys Glu Val Phe Ala 

100 105 110 

Ser Trp Arg Leu Arg Cys Ala Glu Arg Gly Arg Glu Asp lie Ala Asp 
115 120 125 

Arg Leu lie Ser Ala Ser Leu Phe Leu Arg Phe Leu Cys Pro Ala lie 
130 135 140 

Met Ser Pro Ser Leu Phe Gly Leu Met Gin Glu Tyr Pro Asp Glu Gin 
145 150 155 160 

Thr Ser Arg Thr Leu Thr Leu lie Ala Lys Val lie Gin Asn Leu Ala 

165 170 175 

Asn Phe Ser Lys Phe Thr Ser Lys Glu Asp Phe Leu Gly Phe Met Asn 

180 185 190 

Glu Phe Leu Glu Leu Glu Trp Gly Ser Met Gin Gin Phe Leu Tyr Glu 
195 200 205 

lie Ser Asn Leu Asp Thr Leu Thr 
210 215 



<210> 8 
<211> 218 
<212> PRT 

<213> Rattus norvegicus 
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<400> 8 

Lys Leu Glu Ser 
1 

Met Glu Asp Glu 

20 

Thr Leu Met Glu 
35 

His Ala Leu Lys 
50 

Trp Pro Thr Asn 
65 

Phe Leu Arg Leu 



lie lie Ser Asp 

100 

Val Ala Lys Ser 
115 

Leu Ser Pro Ser 
130 

Ala His Leu Leu 
145 

Ala Ser Glu lie 



Gin Lys Ser Leu 

180 

Val Asn Pro Phe 
195 

Asp Glu Leu Gly 
210 



Leu Leu Leu Cys 
5 

Ala Thr Thr Leu 



Gin Tyr Met Lys 

40 

Asp Ser lie Leu 
55 

Asn Thr Met Arg 
70 

lie Cys Pro Ala 
85 

Ser Pro Ser Pro 



Val Gin Asn Leu 

120 

Lys Leu Glu Lys 
135 

Ser lie Leu Ser 
150 

Leu Pro Pro Thr 
165 

Val Glu Phe Gly 



lie Lys Ser Asn 

200 

Asn Val Pro Glu 
215 



Thr Leu Asn Asp 
10 

Phe Arg Ala Thr 
25 

Ala Thr Ala Thr 



Lys lie Met Glu 

60 

Thr Arg Val Val 
75 

lie Leu Asn Pro 
90 

lie Ala Ala Arg 
105 

Ala Asn Ser Lys 



Asn Glu Asp Val 

140 

Glu Leu Val Glu 
155 

Leu Arg Tyr lie 
170 

Ala Lys Glu Pro 
185 

Lys His Arg Met 



Leu Pro 



Arg Glu lie Ser 
15 

Thr Leu Ala Ser 
30 

Gin Phe Val His 
45 

Val Gin His Lys 



Ser Gly Phe Val 

80 

Arg Met Phe Asn 
95 

Thr Leu Thr Leu 
110 

Gin Ser Cys Glu 
125 

Asn Thr Asn Leu 



Lys lie Phe Met 

160 

Tyr Gly Cys Leu 
175 

Tyr Met Glu Gly 
190 

lie Met Phe Leu 
205 



<210> 9 
<211> 219 
<212> PRT 

<213> Homo sapiens 
<400> 9 

His Leu Leu Tyr Gin Leu Leu Trp Asn Met Phe Ser Lys Glu Val Glu 
15 10 15 

Leu Ala Asp Ser Met Gin Thr Leu Phe Arg Gly Asn Ser Leu Ala Ser 

20 25 30 

Lys lie Met Thr Phe Cys Phe Lys Val Tyr Gly Ala Thr Tyr Leu Gin 
35 40 45 
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Lys Leu Leu Asp Pro 
50 

Gin His Val Ser Phe 
65 

Ser Leu Glu Glu Asn 

85 

Phe His Ala lie lie 

100 

Ser Val Cys His Cys 
115 

Asn Ser lie Gly Ala 
130 

Pro Ala lie Val Ser 
145 

Pro Pro Arg lie Glu 

165 

Ser lie Ala Asn His 

180 

Phe Asn Asp Phe Val 
195 

Leu Asp lie Ala Ser 
210 



Leu Leu Arg lie Val 
55 

Glu Val Asp Pro Thr 
70 

Gin Arg Asn Leu Leu 

90 

Ser Ser Ser Ser Glu 

105 

Leu Tyr Gin Val Val 
120 

Val Gly Ser Ala Met 
135 

Pro Tyr Glu Ala Gly 
150 

Arg Gly Leu Lys Leu 

170 

Val Leu Phe Thr Lys 

185 

Lys Ser Asn Phe Asp 
200 

Asp Cys Pro Thr Ser 
215 



lie Thr Ser Ser Asp Trp 
60 

Arg Leu Glu Pro Ser Glu 
75 80 

Gin Met Thr Glu Lys Phe 

95 

Phe Pro Pro Gin Leu Arg 

110 

Ser Gin Arg Phe Pro Gin 
125 

Phe Leu Arg Phe lie Asn 
140 

lie Leu Asp Lys Lys Pro 
155 160 

Met Ser Lys lie Leu Gin 

175 

Glu Glu His Met Arg Pro 

190 

Ala Ala Arg Arg Phe Phe 
205 

Asp 



<210> 10 
<211> 82 
<212> PRT 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: mammalian 
SYNGAP-A 

<400> 10 

Phe Lys Glu Ser His Ser His Glu Ser Leu Leu Ser Pro Ser Ser Ala 
15 10 15 

Ala Glu Ala Leu Glu Leu Asn Leu Asp Glu Asp Ser lie Lys Lys Pro 

20 25 30 

Val His Ser Ser lie Leu Gly Gin Glu Phe Cys Phe Glu Val Thr Thr 
35 40 45 



Ser Ser Gly Thr Lys Cys Phe Ala Cys Arg Ser Ala Ala Glu Arg Asp 
50 55 60 
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Lys Trp lie Glu Asn Leu Gin Arg Ala Val Lys Pro Asn Lys Asp Asn 
65 70 75 80 

Ser Arg 



<210> 11 

<211> 114 

<212> PRT 

<213> Homo sapiens 

<400> 11 

Phe Tyr Lys Asn lie Val Lys Lys Gly Tyr Leu Leu Lys Lys Gly Lys 
15 10 15 

Gly Lys Arg Trp Lys Asn Leu Tyr Phe lie Leu Glu Gly Ser Asp Ala 

20 25 30 

Gin Leu He Tyr Phe Glu Ser Glu Lys Arg Ala Thr Lys Pro Lys Gly 
35 40 45 

Leu He Asp Leu Ser Val Cys Ser Val Tyr Val Val His Asp Ser Leu 
50 55 60 

Phe Gly Arg Pro Asn Cys Phe Gin He Val Val Gin His Phe Ser Glu 
65 70 75 80 

Glu His Tyr He Phe Tyr Phe Ala Gly Glu Thr Pro Glu Gin Ala Glu 

85 90 95 

Asp Trp Met Lys Gly Leu Gin Ala Phe Cys Asn Leu Arg Lys Ser Ser 

100 105 110 

Pro Gly 



<210> 12 
<211> 111 
<212> PRT 
<213> Drosphila 

<400> 12 
Pro Val Leu Leu 
1 

Ser Arg Lys Arg 

20 

Thr Thr His Ser 
35 

Cys Asp He Pro 
50 

Lys Ser Phe Lys 
65 



melanogaster 

Lys Glu Gly Glu 
5 

Phe Gly Arg Gin 

Leu Ser Tyr Ala 

40 

Leu Gin Glu He 
55 

Met Gin Asn Cys 
70 



Gly Leu Met Thr 
10 

Phe Lys Gin Arg 
25 

Lys Ser Lys Gly 



Ala Ser Val Glu 

60 

Phe Lys He Val 
75 



Lys Tyr Pro Thr 
15 

His Phe Arg Leu 
30 

Lys Gin Pro He 
45 

Gin Leu Lys Asp 



His Asn Asp Arg 

80 
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Ser Leu lie Val Gin Thr Thr Asn Cys Val Glu Glu Arg Glu Trp Phe 

85 90 95 

Asp Leu Leu His Lys lie Cys Leu Met Asn Ser lie Arg Met Gin 

100 105 110 



<210> 13 
<211> 108 
<212> PRT 

<213> Homo sapiens 
<400> 13 

Met Glu Pro Lys Arg lie Arg Glu Gly Tyr Leu Val Lys Lys Gly Ser 
15 10 15 

Val Phe Asn Thr Trp Lys Pro Met Trp Val Val Leu Leu Glu Asp Gly 

20 25 30 

lie Glu Phe Tyr Lys Lys Lys Ser Asp Asn Ser Pro Lys Gly Met lie 
35 40 45 

Pro Leu Lys Gly Ser Thr Leu Thr Ser Pro Cys Gin Asp Phe Gly Lys 
50 55 60 

Arg Met Phe Val Phe Lys lie Thr Thr Thr Lys Gin Gin Asp His Phe 
65 70 75 80 

Phe Gin Ala Ala Phe Leu Glu Glu Arg Asp Ala Trp Val Arg Asp lie 

85 90 95 

Asn Lys Ala lie Lys Cys lie Glu Gly Gly Gin Lys 

100 105 



<210> 14 
<211> 110 
<212> PRT 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: mammalian 
SYNGAP-A 

<400> 14 

Val Asp Asn Val Leu Lys Leu Trp lie lie Glu Ala Arg Glu Leu Pro 
15 10 15 

Pro Lys Lys Arg Tyr Tyr Cys Glu Leu Cys Leu Asp Asp Met Leu Tyr 

20 25 30 

Ala Arg Thr Thr Ser Lys Pro Arg Ser Ala Ser Gly Asp Thr Val Phe 
35 40 45 



Trp Gly Glu His Phe Glu Phe Asn Asn Leu Pro Ala Val Arg Ala Leu 
50 55 60 



40 



Arg Leu His Leu 
65 

Ala Gly Tyr Val 



Arg His Phe Thr 

100 



Tyr Arg Asp Ser 
70 

Gly Leu Val Thr 
85 

Glu Gin Trp Tyr 



Asp Lys Lys Arg 
75 

Val Pro Val Ala 
90 

Pro Val Thr Leu 
105 



Lys Lys Asp Lys 

80 

Thr Leu Ala Gly 
95 

Pro Thr 
110 



<210> 15 
<211> 107 
<212> PRT 

<213> Homo sapiens 
<400> 15 

Gin Val Ser Ser Leu Val Leu His lie Glu Glu Ala His Lys Leu Pro 
15 10 15 

Val Lys His Phe Thr Asn Pro Tyr Cys Asn lie Tyr Leu Asn Ser Val 

20 25 30 

Gin Val Ala Lys Thr His Ala Arg Glu Gly Gin Asn Pro Val Trp Ser 
35 40 45 

Glu Glu Phe Val Phe Asp Asp Leu Pro Pro Asp lie Asn Arg Phe Glu 
50 55 60 

He Thr Leu Ser Asn Lys Thr Lys Lys Ser Lys Asp Pro Asp He Leu 
65 70 75 80 

Phe Met Arg Cys Gin Leu Ser Arg Leu Gin Lys Gly His Ala Thr Asp 

85 90 95 

Glu Trp Phe Leu Leu Ser Ser His He Pro Leu 

100 105 



<210> 16 
<211> 116 
<212> PRT 

<213> Rattus norvegicus 
<400> 16 

Asp Tyr Asp Phe Gin Ala Asn Gin Leu Thr Val Gly Val Leu Gin Ala 
15 10 15 

Ala Glu Leu Pro Ala Leu Asp Met Gly Gly Thr Ser Asp Pro Tyr Val 

20 25 30 

Lys Val Phe Leu Leu Pro Asp Lys Lys Lys Lys Tyr Glu Thr Lys Val 
35 40 45 

His Arg Lys Thr Leu Asn Pro Ala Phe Asn Glu Thr Phe Thr Phe Lys 
50 55 60 



Val Pro Tyr Gin Glu Leu Gly Gly Lys Thr Leu Val Met Ala He Tyr 
65 70 75 80 
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Asp Phe Asp Arg Phe Ser Lys His Asp lie lie Gly Glu Val Lys Val 

85 90 95 

Pro Met Asn Thr Val Asp Leu Gly Gin Pro lie Glu Glu Trp Arg Asp 

100 105 110 

Leu Gin Gly Gly 
115 



<210> 17 
<211> 132 
<212> PRT 
<213> Bos taurus 

<400> 17 

Leu Tyr Asp Gin Asp Asn Ser Ser Leu Lys Cys Thr lie lie Lys Ala 
15 10 15 

Lys Gly Leu Lys Pro Met Asp Ser Asn Gly Leu Ala Asp Pro Tyr Val 

20 25 30 

Lys Leu His Leu Leu Pro Gly Ala Ser Lys Ser Asn Lys Leu Arg Thr 
35 40 45 

Lys Thr Leu Arg Asn Thr Arg Asn Pro lie Trp Asn Glu Thr Leu Val 
50 55 60 

Tyr His Gly lie Thr Asp Glu Asp Met Gin Arg Lys Thr Leu Arg lie 
65 70 75 80 

Ser Val Cys Asp Glu Asp Lys Phe Gly His Asn Glu Phe lie Gly Glu 

85 90 95 

Thr Arg Phe Ser Leu Lys Lys Leu Lys Pro Asn Gin Arg Lys Asn Phe 

100 105 110 

Asn lie Cys Leu Glu Arg Val lie Pro Met Lys Arg Ala Gly Thr Thr 
115 120 125 

Gly Ser Ala Arg 
130 



<210> 18 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
oligonucleotide 



<400> 18 

acgcgtcgac cagagagccc cgcaag 
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<210> 19 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
oligonucleotide 

<400> 19 

gaagatctag gtctatactg ggccac 



<210> 20 
<211> 20 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
peptide 

<400> 20 

Lys Arg Leu Leu Asp Ala Gin Arg Gly Ser Phe Pro Pro Trp Val Gin 
15 10 15 

Gin Thr Arg Val 

20 



<210> 21 
<211> 1135 
<212> PRT 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: mammalian 
SYNGAP-C 



<400> 21 

Met Gin Ser Phe Lys Glu Ser His 
1 5 

Ser Ser Ala Ala Glu Ala Leu Glu 

20 



Ser His Glu Ser Leu Leu Ser Pro 
10 15 

Leu Asn Leu Asp Glu Asp Ser lie 
25 30 



lie Lys Pro Val His Ser Ser lie Leu Gly Gin Glu Phe Cys Phe Glu 
35 40 45 

Val Thr Thr Ser Ser Gly Thr Lys Cys Phe Ala Cys Arg Ser Ala Ala 
50 55 60 

Glu Arg Asp Lys Trp lie Glu Asn Leu Gin Arg Ala Val Lys Pro Asn 

65 70 75 80 



Lys Asp Asn Ser Arg Arg Val Asp Asn Val Leu Lys Leu Trp lie lie 

85 90 95 



Glu Ala Arg Glu 

100 

Leu Asp Asp Met 
115 

Ser Gly Asp Thr 
130 

Pro Ala Val Arg 
145 

Lys Arg Lys Lys 



Val Ala Thr Leu 

180 

Thr Leu Pro Thr 
195 

Gly Gly Gly Ser 
210 

Pro Ala Val Arg 
225 

Met Glu Leu Tyr 



Met Leu Cys Ala 

260 

Glu Val Ala Ser 
275 

Lys Asp Phe Leu 
290 

Glu Arg Glu His 
305 

lie Glu Glu Tyr 



lie Gly Glu Phe 

340 

Val Asp Pro lie 
355 

Asn Leu Arg Met 
370 

His Cys Val Phe 
385 



Leu Pro Pro Lys 



Leu Tyr Ala Arg 

120 

Val Phe Trp Gly 
135 

Ala Leu Arg Leu 
150 

Asp Lys Ala Gly 
165 

Ala Gly Arg His 



Gly Ser Gly Gly 

200 

Gly Gly Gly Ser 
215 

Leu Lys Ala Arg 
230 

Lys Glu Phe Ala 
245 

Val Leu Glu Pro 



Ala Leu Val His 

280 

Ser Asp Met Ala 
295 

Leu lie Phe Arg 
310 

Met Arg Leu lie 
325 

He Arg Ala Leu 



Lys Cys Thr Ala 

360 

Cys Cys Glu Leu 
375 

Pro Arg Glu Leu 
390 
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Lys Arg Tyr Tyr 
105 

Thr Thr Ser Lys 



Glu His Phe Glu 

140 

His Leu Tyr Arg 
155 

Tyr Val Gly Leu 
170 

Phe Thr Glu Gin 
185 

Ser Gly Gly Met 



Gly Gly Lys Gly 

220 

Tyr Gin Thr Met 
235 

Glu Tyr Val Thr 
250 

Ala Leu Asn Val 
265 

He Leu Gin Ser 



Met Ser Glu Val 

300 

Glu Asn Thr Leu 
315 

Gly Gin Lys Tyr 
330 

Tyr Glu Ser Glu 
345 

Ser Ser Leu Ala 



Ala Leu Cys Lys 

380 

Lys Glu Val Phe 
395 



Cys Glu Leu Cys 
110 

Pro Arg Ser Ala 
125 

Phe Asn Asn Leu 



Asp Ser Asp Lys 

160 

Val Thr Val Pro 
175 

Trp Tyr Pro Val 
190 

Gly Ser Gly Gly 
205 

Lys Gly Gly Cys 



Ser He Leu Pro 

240 

Asn His Tyr Arg 
255 

Lys Gly Lys Glu 
270 

Thr Gly Lys Ala 
285 

Asp Arg Phe Met 



Ala Thr Lys Ala 

320 

Leu Lys Asp Ala 
335 

Glu Asn Cys Glu 
350 

Glu His Gin Ala 
365 

Val Val Asn Ser 



Ala Ser Trp Arg 

400 
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Leu Arg Cys Ala Glu Arg Gly Arg Glu Asp lie Ala Asp Arg Leu lie 

405 410 415 

Ser Ala Ser Leu Phe Leu Arg Phe Leu Cys Pro Ala lie Met Ser Pro 

420 425 430 

Ser Leu Phe Gly Leu Met Gin Glu Tyr Pro Asp Glu Gin Thr Ser Arg 
435 440 445 

Thr Leu Thr Leu lie Ala Lys Val lie Gin Asn Leu Ala Asn Phe Ser 
450 455 460 

Lys Phe Thr Ser Lys Glu Asp Phe Leu Gly Phe Met Asn Glu Phe Leu 
465 470 475 480 

Glu Leu Glu Trp Gly Ser Met Gin Gin Phe Leu Tyr Glu lie Ser Asn 

485 490 495 

Leu Asp Thr Leu Thr Asn Ser Ser Ser Phe Glu Gly Tyr lie Asp Leu 

500 505 510 

Gly Arg Glu Leu Ser Thr Leu His Ala Leu Leu Trp Glu Val Leu Pro 
515 520 525 

Gin Leu Ser Lys Glu Ala Leu Leu Lys Leu Gly Pro Leu Pro Arg Leu 
530 535 540 

Leu Ser Asp lie Ser Thr Ala Leu Arg Asn Pro Asn lie Gin Arg Gin 
545 550 555 560 

Pro Ser Arg Gin Ser Glu Arg Ala Arg Ser Gin Pro Met Val Leu Arg 

565 570 575 

Gly Pro Ser Ala Glu Met Gin Gly Tyr Met Met Arg Asp Leu Asn Ser 

580 585 590 

Ser lie Asp Leu Gin Ser Phe Met Ala Arg Gly Leu Asn Ser Ser Met 
595 600 605 

Asp Met Ala Arg Leu Pro Ser Pro Thr Lys Glu Lys Pro Pro Pro Pro 
610 615 620 

Pro Pro Gly Gly Gly Lys Asp Leu Phe Tyr Val Ser Arg Pro Pro Leu 
625 630 635 640 

Ala Arg Ser Ser Pro Ala Tyr Cys Thr Ser Ser Ser Asp lie Thr Glu 

645 650 655 

Pro Glu Gin Lys Met Leu Ser Val Asn Lys Ser Val Ser Met Leu Asp 

660 665 670 

Leu Gin Gly Asp Gly Pro Gly Gly Arg Leu Asn Ser Ser Ser Val Ser 
675 680 685 



Asn Leu Ala Ala Val Gly Asp Leu Leu His Ser Ser Gin Ala Ser Leu 
690 695 700 



Thr Ala Ala Leu 
705 

Gly Ser Gly Ser 



Gly Val Thr Thr 

740 

Ser Phe Gin Asn 
755 

Pro Ala Gly His 
770 

His His His His 
785 

Asp Thr Phe Ala 



Thr Gly Val Pro 

820 

Tyr Ser Asp Glu 
835 

Leu Ser Leu Gin 
850 

Thr lie Gly Pro 
865 

Gly Gly Gly Ser 



Arg Gly Lys Ser 

900 

Pro Ser Ser Gly 
915 

Ala Arg Pro Arg 
930 

Ser Gly Gly Ser 
945 

Thr Lys Gin His 



Ala Ser Glu Arg 

980 



Gly Leu Arg Pro 
710 

Ser lie Thr Ala 
725 

Asp Gly Val Pro 



Pro Leu Phe His 

760 

Gly Gly Ser Ser 
775 

His His His His 
790 

Pro Phe His Gly 
805 

Lys Pro Pro Ala 



Phe Gly Pro Ser 

840 

Asp Asn Leu Gin 
855 

Gin Arg Pro Ala 
870 

Gly Gly Gly Gly 
885 

Gin Gin Leu Thr 



Asn Leu Leu Gin 

920 

Gin Gin Ser Leu 
935 

Gly Gly Gly Gly 
950 

Ser Gin Thr Pro 
965 

Thr Val Ala Trp 
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Ala Pro Ala Gly 
715 

Ala Gly Met Arg 
730 

Ala Gin Gin Leu 
745 

Met Ala Ala Asp 



Gly His Gly Pro 

780 

His Arg Gly Gly 
795 

Tyr Ser Lys Ser 
810 

Ala Ser lie Leu 
825 

Gly Thr Asp Phe 



His Met Leu Ser 

860 

Pro Ser Gly Pro 
875 

Gly Gly Gin Pro 
890 

Val Ser Ala Ala 
905 

Ser Pro Glu Pro 



Ser Lys Glu Gly 

940 

Gly Gly Gly Leu 
955 

Ser Thr Leu Asn 
970 

Val Ser Asn Met 
985 



Arg Leu Ser Gin 

720 

Leu Ser Gin Met 
735 

Arg lie Pro Leu 
750 

Gly Pro Gly Pro 
765 

Pro Ser Ser His 



Glu Pro Pro Gly 

800 

Glu Asp Leu Ser 
815 

His Ser His Ser 
830 

Thr Arg Arg Gin 
845 

Pro Pro Gin lie 



Gly Gly Gly Ser 

880 

Pro Pro Leu Gin 
895 

Gin Lys Pro Arg 
910 

Ser Tyr Gly Pro 
925 

Ser lie Gly Gly 



Lys Pro Ser lie 

960 

Pro Thr Met Pro 
975 

Pro His Leu Ser 
990 



Ala Asp lie Glu Ser Ala His lie Glu Arg Glu Glu Tyr Lys Leu Lys 
995 1000 1005 
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Glu Tyr Ser Lys Ser Met Asp Glu Ser Arg Leu Asp Arg Val Lys Glu 
1010 1015 1020 

Tyr Glu Glu Glu lie His Ser Leu Lys Glu Arg Leu His Met Ser Asn 
1025 1030 1035 1040 

Arg Lys Leu Glu Glu Tyr Glu Arg Arg Leu Leu Ser Gin Glu Glu Gin 

1045 1050 1055 

Thr Ser Lys lie Leu Met Gin Tyr Gin Ala Arg Leu Glu Gin Ser Glu 

1060 1065 1070 

Lys Arg Leu Arg Gin Gin Gin Val Glu Lys Asp Ser Gin lie Lys Ser 
1075 1080 1085 

lie lie Gly Arg Leu Met Leu Val Glu Glu Glu Leu Arg Arg Asp His 
1090 1095 1100 

Pro Ala Met Ala Glu Pro Leu Pro Glu Pro Lys Lys Arg Leu Leu Asp 
1105 1110 1115 1120 

Ala Gin Arg Gly Ser Phe Pro Pro Trp Val Gin Gin Thr Arg Val 

1125 1130 1135 



<210> 22 
<211> 4272 
<212> DNA 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: mammalian 
SYNGAP-A 

<400> 22 

aggatgggga tagcacccca gagtgaaggg gtctgtgtgg ggtaggtggt gtcctggggt 60 

gagagggcag ctgagggtcc cactctccct cctggaatgg agcagtgggg ttgacagatg 120 

ggtgccccaa ggaggcgtta agggagacaa tcccgctgtc ccttggtgac gtccagtcct 180 

ggtggttggt gatgttccag ggtcgggtgc actgggaagg aggtctgtga cgctgggtgg 240 

gccggggtag ggtgcacagg gaaggaggtc tgtgatgctg ggtgggctag tggtctgcgg 300 

tgttccggaa ctcgccgttc tctgtgatct gcagccgggg tggggggggt ggggctgggg 360 

gggccaggcc gttccaaggt ggggccagcg tcacacgcgg gtttgttgga cccaaggggg 420 

gaagctgcct ctctgagcgt cgagcagcct cttcttgggt tcaggcagcg gctcagccat 480 

ggcggggtgg tcccggcgca gctcctcctc caccagcatc agcctgccaa tgatgctctt 540 

gatctgggag tccttctcca cctgctgctg cctcaagcgc ttctcgctct gctccaggcg 600 

ggcttggtac tgcatcagga tcttgctggt ctgctcttcc tgggacagca gcctccgctc 660 

gtactcttcc agcttccggt tggacatgtg tagcctttcc ttcagtgagt ggatctcctc 720 

ctcgtactcc ttcaccctgt ccagtcggct ctcgtccatg gacttcgagt actccttcag 780 

cttgtactct tcccgctcaa tgtgtgcact ctcgatgtca gcggacaggt gaggcatatt 840 

ggacacccag gctacagtcc gctccgaggc cggcatcgtg gggttcagcg tggatggagt 900 

ctgggaatgc tgcttggtga tggagggctt gagcccccca ccccctccgc caccgctgcc 960 

cccgctgccc ccaatgctgc cctctttgct gaggctctgt tgccgtggac gggcaggacc 1020 

ataacttggt tccggggact gcaataggtt cccgctggac ggccggggtt tctgggcagc 1080 

actcactgtc aactgctgag atttgcccct ctgcaaggga ggtggctggc ccccaccgcc 1140 

cccaccactg cccccaccac tgccccctcc tggccctgag ggagctggcc tctggggacc 1200 

gatggtgatc tggggcgggg agagcatgtg ctgtaggttg tcctgaagtg agagctgccg 12 60 

acgggtaaaa tcagtaccag agggtccaaa ctcatcactg tagctgtggc tgtgaaggat 1320 

ggaggccgca gggggcttag ggacccctgt agagaggtcc tcgctcttgc tatagccatg 1380 
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gaacggggca aaagtgtccc ctgggggttc tccccctcgg tgatggtgat ggtggtggtg 1440 
gtggtgatgg gaggaaggtg gaccatggcc actgctccct ccatggcctg ctgggggccc 1500 
tggtccatcg gcagccatat ggaagagagg gttctggaag gaaagaggga tgcgcagttg 1560 
ctgggcgggg acaccatccg tagtgacacc catctggctg aggcgcatgc cggctgctgt 1620 
gatggaagag ccactccctt gggagaggcg cccggcaggt gcaggccgca accccaaggc 1680 
tgctgtcagt gaagcctggc ttgagtgcaa caggtcccca acagctgcca ggttggaaac 1740 
actactgctg ttaaggcggc ccccaggccc gtcgccctgc aggtccagca tggacacact 1800 
cttgttgaca ctcagcatct tctgctccgg ctctgtgatg tccgagctgc tcgtgcagta 1860 
tgctggggag gaccgggcca gtggtggccg gctcacatag aacaggtctt tacccccacc 1920 
gggagggggc ggcgggggtt tctccttggt tggggagggg aggcgagcca tgtccataga 1980 
gctgttgagg cctcgagcca tgaaggactg aaggtcgatg gagctgttga ggtcccgcat 2040 
catgtagccc tgcatctcgg ctgacggccc gcgcagcacc atgggctgag accgagcgcg 2100 
ctcgctctgg cggctcggct gcctttggat gttagggttc ctcagggctg tgctgatgtc 2160 
gctgaggagc cggggcagcg ggcccagctt caggagggct tccttgctga gctggggcag 2220 
cacctcccag agcagggcgt gaagtgtgga gagctcgcgg cccaagtcta tgtagccctc 2280 
aaaactgctg ctgttggtca gtgtgtccag gttggatatc tcatacaaga attgctgcat 2340 
agaaccccac tccagctcca gaaactcgtt catgaagccc aggaagtcct cctttgaggt 2400 
aaacttggaa aagttggcca ggttctggat aaccttggcg atgagggtga gggttcgtga 2460 
ggtctgctca tctgggtact cctgcatcag tccaaacaga ctgggcgaca tgatggccgg 252 0 
gcagaggaag cgcaggaaga gcgaggcgct gatcagcctg tcagcaatgt cctcccggcc 2580 
ccgctctgca cagcgcagcc gccatgatgc aaacacctcc ttcagctccc tcgggaacac 2 640 
gcaatgggag ttgaccacct tgcacagggc caactcacag cacatccgca ggttggcctg 2700 
gtgctctgcc agactggacg ctgtgcactt gatggggtct acttcacagt tctcctcaga 2760 
ttcatacaga gcccggatga actccccaat ggcatccttg aggtatttct ggccaatcag 2820 
tctcatatac tcttctatgg ctttagtggc gagcgtgttc tcgcggaata tgaggtgttc 2880 
ccgctccatg aaccggtcta cctctgacat ggccatgtct gaaaggaagt ccttggcctt 2940 
gcctgtgctt tgcaggatgt gaaccagtgc actagcgacc tcctccttgc ccttgacatt 3000 
gagggcgggc tccagcacgg cacacagcat gcggtagtgg ttggtcacat attctgcaaa 3060 
ctccttatat agctccatgg gcaggatact cattgtctgg taacgggcct tcagccgcac 3120 
agcaggacag cctcctttcc ctttgccccc tgagccgccc cctgaccccc ctcctccccc 3180 
cgagcccata cccccagagc ccccacttcc tgttggcagg gtcacggggt accactgctc 3240 
tgtgaagtgg cgcccagcca gggtggccac tggaacagtc accaggccaa cgtagcctgc 3300 
cttgtccttc ttccgctttt tgtccgagtc acggtacaga tgcagccgca gcgcccggac 33 60 
agcaggcagg ttgttaaact cgaagtgctc gccccaaaag acagtgtctc ctgaggctga 342 0 
gcggggcttg gaagtggtcc gtgcatagag catgtcgtcc aggcataact cgcagtaata 3480 
tcgcttcttg gggggcagct ctcgagcttc tatgatccat agtttcagca cgttatctac 3540 
ccggcggctg ttgtccttgt tgggtttcac agccctctgt agattctcaa tccatttgtc 3 600 
cctttcggct gcagaccgac aggcaaaaca ttttgtccca gacgatgttg ttacctcaaa 3 660 
gcagaactcc tggcccagga tggagctgtg tactggcttg ataatggagt cttcatccag 3720 
gttgagctcc agggcctcag cagcactgct gggactcagc agggactcat gggagtgaga 3780 
ctccttgaag ctctgcatca gccgggcccg gtcatggtca gcacttcgga agcgaggcag 3 840 
gatctgtcga aagctgctgg tccggtcaag tttgggttgt gactttgtac gtttgatgga 3900 
gctttttagc ctccggctca ggaagccttg cgagggccgg aagggcgcag cgggggcggc 3960 
ttccatgctg tactgtttcc ccccggggac actcttcctc ctcgagcgac ccaagtggta 4020 
ttcatgctcg ccgtggggcc gcccctccac tggcacagag acggtgcgtc tcagcagttt 4080 
gtttcggctg gactcgctcc tccggtcgcg gatcagaagg gggtgtatct catcctcatc 4140 
cagcatgagc agctggttcc cagagatgat gcagaaccgg gggttccaac cgggacggtc 4200 
atacggggaa tgaacgtatt gggttcggtg catagggggt ccccgtacat ctctgaaggg 4260 
ggcataggac at 4272 



<210> 23 
<211> 4134 
<212> DNA 

<213> Unknown Organism 
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<220> 

<223> Description of Unknown Organism: mammalian 
SYNGAP-B 

<400> 23 

aggatgggga tagcacccca gagtgaaggg gtctgtgtgg ggtaggtggt gtcctggggt 60 
gagagggcag ctgagggtcc cactctccct cctggaatgg agcagtgggg ttgacagatg 120 
ggtgccccaa ggaggcgtta agggagacaa tcccgctgtc ccttggtgac gtccagtcct 180 
ggtggttggt gatgttccag ggtcgggtgc actgggaagg aggtctgtga cgctgggtgg 240 
gccggggtag ggtgcacagg gaaggaggtc tgtgatgctg ggtgggctag tggtctgcgg 300 
tgttccggaa ctcgccgttc tctgtgatct gcagccgggg tggggggggt ggggctgggg 3 60 
gggccaggcc gttccaaggt ggggccagcg tcacacgcgg gtttgttgga cccaaggggg 420 
gaagctgcct ctctgagcgt cgagcagcct cttcttgggt tcaggcagcg gctcagccat 480 
ggcggggtgg tcccggcgca gctcctcctc caccagcatc agcctgccaa tgatgctctt 540 
gatctgggag tccttctcca cctgctgctg cctcaagcgc ttctcgctct gctccaggcg 600 
ggcttggtac tgcatcagga tcttgctggt ctgctcttcc tgggacagca gcctccgctc 660 
gtactcttcc agcttccggt tggacatgtg tagcctttcc ttcagtgagt ggatctcctc 720 
ctcgtactcc ttcaccctgt ccagtcggct ctcgtccatg gacttcgagt actccttcag 780 
cttgtactct tcccgctcaa tgtgtgcact ctcgatgtca gcggacaggt gaggcatatt 840 
ggacacccag gctacagtcc gctccgaggc cggcatcgtg gggttcagcg tggatggagt 900 
ctgggaatgc tgcttggtga tggagggctt gagcccccca ccccctccgc caccgctgcc 9 60 
cccgctgccc ccaatgctgc cctctttgct gaggctctgt tgccgtggac gggcaggacc 1020 
ataacttggt tccggggact gcaataggtt cccgctggac ggccggggtt tctgggcagc 1080 
actcactgtc aactgctgag atttgcccct ctgcaaggga ggtggctggc ccccaccgcc 1140 
cccaccactg cccccaccac tgccccctcc tggccctgag ggagctggcc tctggggacc 1200 
gatggtgatc tggggcgggg agagcatgtg ctgtaggttg tcctgaagtg agagctgccg 12 60 
acgggtaaaa tcagtaccag agggtccaaa ctcatcactg tagctgtggc tgtgaaggat 1320 
ggaggccgca gggggcttag ggacccctgt agagaggtcc tcgctcttgc tatagccatg 1380 
gaacggggca aaagtgtccc ctgggggttc tccccctcgg tgatggtgat ggtggtggtg 1440 
gtggtgatgg gaggaaggtg gaccatggcc actgctccct ccatggcctg ctgggggccc 1500 
tggtccatcg gcagccatat ggaagagagg gttctggaag gaaagaggga tgcgcagttg 1560 
ctgggcgggg acaccatccg tagtgacacc catctggctg aggcgcatgc cggctgctgt 1620 
gatggaagag ccactccctt gggagaggcg cccggcaggt gcaggccgca accccaaggc 1680 
tgctgtcagt gaagcctggc ttgagtgcaa caggtcccca acagctgcca ggttggaaac 1740 
actactgctg ttaaggcggc ccccaggccc gtcgccctgc aggtccagca tggacacact 1800 
cttgttgaca ctcagcatct tctgctccgg ctctgtgatg tccgagctgc tcgtgcagta 1860 
tgctggggag gaccgggcca gtggtggccg gctcacatag aacaggtctt tacccccacc 1920 
gggagggggc ggcgggggtt tctccttggt tggggagggg aggcgagcca tgtccataga 1980 
gctgttgagg cctcgagcca tgaaggactg aaggtcgatg gagctgttga ggtcccgcat 2040 
catgtagccc tgcatctcgg ctgacggccc gcgcagcacc atgggctgag accgagcgcg 2100 
ctcgctctgg cggctcggct gcctttggat gttagggttc ctcagggctg tgctgatgtc 2160 
gctgaggagc cggggcagcg ggcccagctt caggagggct tccttgctga gctggggcag 2220 
cacctcccag agcagggcgt gaagtgtgga gagctcgcgg cccaagtcta tgtagccctc 2280 
aaaactgctg ctgttggtca gtgtgtccag gttggatatc tcatacaaga attgctgcat 2340 
agaaccccac tccagctcca gaaactcgtt catgaagccc aggaagtcct cctttgaggt 2400 
aaacttggaa aagttggcca ggttctggat aaccttggcg atgagggtga gggttcgtga 2460 
ggtctgctca tctgggtact cctgcatcag tccaaacaga ctgggcgaca tgatggccgg 2520 
gcagaggaag cgcaggaaga gcgaggcgct gatcagcctg tcagcaatgt cctcccggcc 2580 
ccgctctgca cagcgcagcc gccatgatgc aaacacctcc ttcagctccc tcgggaacac 2 640 
gcaatgggag ttgaccacct tgcacagggc caactcacag cacatccgca ggttggcctg 27 00 
gtgctctgcc agactggacg ctgtgcactt gatggggtct acttcacagt tctcctcaga 2760 
ttcatacaga gcccggatga actccccaat ggcatccttg aggtatttct ggccaatcag 2820 
tctcatatac tcttctatgg ctttagtggc gagcgtgttc tcgcggaata tgaggtgttc 2880 
ccgctccatg aaccggtcta cctctgacat ggccatgtct gaaaggaagt ccttggcctt 2940 
gcctgtgctt tgcaggatgt gaaccagtgc actagcgacc tcctccttgc ccttgacatt 3000 
gagggcgggc tccagcacgg cacacagcat gcggtagtgg ttggtcacat attctgcaaa 3060 
ctccttatat agctccatgg gcaggatact cattgtctgg taacgggcct tcagccgcac 3120 
agcaggacag cctcctttcc ctttgccccc tgagccgccc cctgaccccc ctcctccccc 3180 
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cgagcccata cccccagagc ccccacttcc tgttggcagg gtcacggggt accactgctc 3240 
tgtgaagtgg cgcccagcca gggtggccac tggaacagtc accaggccaa cgtagcctgc 3300 
cttgtccttc ttccgctttt tgtccgagtc acggtacaga tgcagccgca gcgcccggac 3360 
agcaggcagg ttgttaaact cgaagtgctc gccccaaaag acagtgtctc ctgaggctga 3420 
gcggggcttg gaagtggtcc gtgcatagag catgtcgtcc aggcataact cgcagtaata 3480 
tcgcttcttg gggggcagct ctcgagcttc tatgatccat agtttcagca cgttatctac 3 540 
ccggcggctg ttgtccttgt tgggtttcac agccctctgt agattctcaa tccatttgtc 3 600 
cctttcggct gcagaccgac aggcaaaaca ttttgtccca gacgatgttg ttacctcaaa 3 660 
gcagaactcc tggcccagga tggagctgtg tactggcttg ataatggagt cttcatccag 3720 
gttgagctcc agggcctcag cagcactgct gggactcagc agggactcat gggagtgaga 3780 
ctccttgaag ctctgcatca gccgggcccg gtcatggtca gcacttcgga agcgaggcag 3 840 
gatctgtcga aagctgctgg tccggtcaag tttgggttgt gactttgtac gtttgatgga 3900 
gctttttagc ctccggctca ggaagccttg cgagggccgg aagggcgcag cgggggcggc 3960 
ttccatgctg tactgtttcc cccccgggga cactcttcct cctcgagcga cccaagtggt 4020 
attcccccgg aaagcagcag gaagagcagc ggcggcggag aggctggcgg tgggaaggag 4080 
ggggcaagga acctgaaccg gagccccctg acggggtcgg ggtggggggc ctta 4134 



<210> 24 

<211> 3981 

<212> DNA 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Org 
SYNGAP-C 

<400> 24 

aggatgggga tagcacccca gagtgaaggg 
gagagggcag ctgagggtcc cactctccct 
ggtgccccaa ggaggcgtta agggagacaa 
ggtggttggt gatgttccag ggtcgggtgc 
gccggggtag ggtgcacagg gaaggaggtc 
tgttccggaa ctcgccgttc tctgtgatct 
gggccaggcc gttccaaggt ggggccagcg 
gaagctgcct ctctgagcgt cgagcagcct 
ggcggggtgg tcccggcgca gctcctcctc 
gatctgggag tccttctcca cctgctgctg 
ggcttggtac tgcatcagga tcttgctggt 
gtactcttcc agcttccggt tggacatgtg 
ctcgtactcc ttcaccctgt ccagtcggct 
cttgtactct tcccgctcaa tgtgtgcact 
ggacacccag gctacagtcc gctccgaggc 
ctgggaatgc tgcttggtga tggagggctt 
cccgctgccc ccaatgctgc cctctttgct 
ataacttggt tccggggact gcaataggtt 
actcactgtc aactgctgag atttgcccct 
cccaccactg cccccaccac tgccccctcc 
gatggtgatc tggggcgggg agagcatgtg 
acgggtaaaa tcagtaccag agggtccaaa 
ggaggccgca gggggcttag ggacccctgt 
gaacggggca aaagtgtccc ctgggggttc 
gtggtgatgg gaggaaggtg gaccatggcc 
tggtccatcg gcagccatat ggaagagagg 
ctgggcgggg acaccatccg tagtgacacc 
gatggaagag ccactccctt gggagaggcg 
tgctgtcagt gaagcctggc ttgagtgcaa 
actactgctg ttaaggcggc ccccaggccc 



sm: mammalian 



gtctgtgtgg ggtaggtggt gtcctggggt 60 
cctggaatgg agcagtgggg ttgacagatg 120 
tcccgctgtc ccttggtgac gtccagtcct 180 
actgggaagg aggtctgtga cgctgggtgg 240 
tgtgatgctg ggtgggctag tggtctgcgg 300 
gcagccgggg tggggggggt ggggctgggg 3 60 
tcacacgcgg gtttgttgga cccaaggggg 420 
cttcttgggt tcaggcagcg gctcagccat 480 
caccagcatc agcctgccaa tgatgctctt 540 
cctcaagcgc ttctcgctct gctccaggcg 600 
ctgctcttcc tgggacagca gcctccgctc 660 
tagcctttcc ttcagtgagt ggatctcctc 720 
ctcgtccatg gacttcgagt actccttcag 780 
ctcgatgtca gcggacaggt gaggcatatt 840 
cggcatcgtg gggttcagcg tggatggagt 900 
gagcccccca ccccctccgc caccgctgcc 960 
gaggctctgt tgccgtggac gggcaggacc 1020 
cccgctggac ggccggggtt tctgggcagc 1080 
ctgcaaggga ggtggctggc ccccaccgcc 1140 
tggccctgag ggagctggcc tctggggacc 1200 
ctgtaggttg tcctgaagtg agagctgccg 12 60 
ctcatcactg tagctgtggc tgtgaaggat 1320 
agagaggtcc tcgctcttgc tatagccatg 1380 
tccccctcgg tgatggtgat ggtggtggtg 1440 
actgctccct ccatggcctg ctgggggccc 1500 
gttctggaag gaaagaggga tgcgcagttg 1560 
catctggctg aggcgcatgc cggctgctgt 1620 
cccggcaggt gcaggccgca accccaaggc 1680 
caggtcccca acagctgcca ggttggaaac 1740 
gtcgccctgc aggtccagca tggacacact 1800 
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cttgttgaca ctcagcatct tctgctccgg ctctgtgatg tccgagctgc tcgtgcagta 1860 
tgctggggag gaccgggcca gtggtggccg gctcacatag aacaggtctt tacccccacc 1920 
gggagggggc ggcgggggtt tctccttggt tggggagggg aggcgagcca tgtccataga 1980 
gctgttgagg cctcgagcca tgaaggactg aaggtcgatg gagctgttga ggtcccgcat 2040 
catgtagccc tgcatttcgg ctgacggccc gcgcagcacc atgggctgag accgagcgcg 2100 
ctcgctctgg cggctcggct gcctttggat gttagggttc ctcagggctg tgctgatgtc 2160 
gctgaggagc cggggcagcg ggcccagctt caggagggct tccttgctga gctggggcag 2220 
cacctcccag agcagggcgt gaagtgtgga gagctcgcgg cccaagtcta tgtagccctc 2280 
aaaactgctg ctgttggtca gtgtgtccag gttggatatc tcatacaaga attgctgcat 2340 
agaaccccat tccagctcca gaaactcgtt catgaagccc aggaagtcct cctttgaggt 2400 
aaacttggaa aagttggcca ggttctggat aaccttggcg atgagggtga gggttcgtga 2460 
ggtctgctca tctgggtact cctgcatcag tccaaacaga ctgggcgaca tgatggccgg 2520 
gcagaggaag cgcaggaaga gcgaggcgct gatcagcctg tcagcaatgt cctcccggcc 2580 
ccgctctgca cagcgcagcc gccatgatgc aaacacctcc ttcagctccc tcgggaacac 2640 
gcaatgggag ttgaccacct tgcacagggc caactcacag cacatccgca ggttggcctg 2700 
gtgctctgcc agactggacg ctgtgcactt gatggggtct acttcacagt tctcctcaga 27 60 
ttcatacaga gcccggatga actccccaat ggcatccttg aggtatttct ggccaatcag 2820 
tctcatatac tcttctatgg ctttagtggc gagcgtgttc tcgcggaata tgaggtgttc 2880 
ccgctccatg aaccggtcta cctctgacat ggccatgtct gaaaggaagt ccttggcctt 2940 
gcctgtgctt tgcaggatgt gaaccagtgc actagcgacc tcctccttgc ccttgacatt 3000 
gagggcgggc tccagcacgg cacacagcat gcggtagtgg ttggtcacat attctgcaaa 3060 
ctccttatat agctccatgg gcaggatact cattgtctgg taacgggcct tcagccgcac 3120 
agcaggacag cctcctttcc ctttgccccc tgagccgccc cctgaccccc ctcctccccc 3180 
cgagcccata cccccagagc ccccacttcc tgttggcagg gtcacggggt accactgctc 3240 
tgtgaagtgg cgcccagcca gggtggccac tggaacagtc accaggccaa cgtagcctgc 3300 
cttgtccttc ttccgctttt tgtccgagtc acggtacaga tgcagccgca gcgcccggac 33 60 
agcaggcagg ttgttaaact cgaagtgctc gccccaaaag acagtgtctc ctgaggctga 342 0 
gcggggcttg gaagtggtcc gtgcatagag catgtcgtcc aggcataact cgcagtaata 3480 
tcgcttcttg gggggcagct ctcgagcttc tatgatccat agtttcagca cgttatctac 3540 
ccggcggctg ttgtccttgt tgggtttcac agccctctgt agattctcaa tccatttgtc 3600 
cctttcggct gcagaccgac aggcaaaaca ttttgtccca gacgatgttg ttacctcaaa 3 660 
gcagaactcc tggcccagga tggagctgtg tactggcttg ataatggagt cttcatccag 3720 
gttgagctcc agggcctcag cagcactgct gggactcagc agggactcat gggagtgaga 37 80 
ctccttgaag ctctgcatca gccgggcccg gtcatggtca gcacttcgga agcgaggcag 3840 
gatctgtcga aagctgctgg tccggtcaag tttgggttgt gactttgtac gtttgatgga 3900 
gctttttagc ctccggctca ggaagccttg ctggggagca aatgggaaat ggggtgcttg 3960 
gggcagctca gtctctccct a 3981 



